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CONSTITUTIVELY ACTIVATED SEROTONIN RECEPTORS 



The benefit of U.S. Provisional Application No. 60/039,465 filed February 
27, 1997, and U.S. Provisional Application No. 60/061,268 filed October 7, 
1997 is claimed for this application. 



Field Of The Invention 

The present invention relates generally to the field of transmembrane 
receptors, more particularly to seven segment transmembrane G protein-coupled 
receptors, and most particularly to the serotonin (5-HT) receptors. Through 
genetic mutational techniques, the amino acid sequences of the native 5-HT 2A and 
5-HT 2C receptors have been modified so that the receptors exist in a constitutively 
activated state exhibiting both a greater response to agonists and a coupling to 
the G Protein second messenger system even in the absence of agonist. A 
method for constitutively activating G protein-coupled 5-HT receptors in general is 
also disclosed. 
Description Of Related Art 

The research interest in G protein-coupled cell surface receptors has 
exploded in recent years as it has been apparent that variants of these receptors 
play a significant role in the etiology of many severe human diseases. These 
receptors serve a diverse array of signalling pathways in a wide variety of cells 
and tissue types. Indeed, over the past 20 years, G protein-coupled receptors 
have proven to be excellent therapeutic targets with the development of several 
hundred drugs directed towards activating or deactivating them. 

G protein-coupled receptors form a superfamily of receptors which are 
related both in their structure and their function. Structurally the receptors are 
large macromolecular proteins embedded in and spanning the cell membrane of 
the receiving cell and are distinguished by a common structural motif. All the 
receptors have seven domains of between 22 to 24 hydrophobic amino acids 
forming seven a helixes arranged in a bundle which span the cell membrane 
substantially perpendicular to the cell membrane. The transmembrane helixes are 
joined by chains of hydrophilic amino acids. The amino terminal and three 
connecting chains extend into the extracellular environment while the carboxy 
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terminal and three connecting chains extend into the intracellular environment. 
Signalling molecules are believed to be recognized by the parts of the receptor 
which span the membrane or lie on or above the extracellular surface of the cell 
membrane. The third intracellular loop joining helixes five and six is thought to be 
the most crucial domain involved in receptor/G protein coupling and responsible 
for the receptor selectivity for specific types of G proteins. 

Functionally, all the receptors transmit the signal of an externally bound 
signalling molecule across the cell membrane to activate a heterotrimeric 
transducing protein which binds GDP (guanosine diphosphate). Upon activation, 
the bound GDP is converted to GTP (guanosine triphosphate). The activated G 
protein complex then triggers further intracellular biochemical activity. Different G 
proteins mediate different intracellular activities through various second 
messenger systems including, for example, 3'5'-cyclic AMP (cAMP), 3'5'-cyclic 
GMP (cGMP), 1,2-diacylglycerol, inositol 1 ,4,5-triphosphate, and Ca 2+ . Within the 
human genome, several hundred G protein-coupled receptors have been identified 
and endogenous ligands are known for approximately 100 of the group. While the 
seven transmembrane motif is common among the known receptors, the amino 
acid sequences vary considerably, with the most conserved regions consisting of 
the transmembrane helixes. 

Binding of a signalling molecule to a G protein-coupled receptor is believed 
to alter the conformation of the receptor, and it is this conformational change 
which is thought responsible for the activation of the G protein. Accordingly, G 
protein-coupled receptors are thought to exist in the cell membrane in equilibrium 
between two states or conformations: an "inactive" state and an "active" state. 
In the "inactive" state (conformation) the receptor is unable to link to the 
intracellular transduction pathway and no biological response is produced. In the 
altered conformation, or "active" state, the receptor is able to link to the 
intracellular pathway to produce a biological response. Signalling molecules 
specific to the receptor are believed to produce a biological response by 
stabilizing the receptor in the active state. 

Discoveries over the past several years have shown that G protein-coupled 
receptors can also be stabilized in the active conformation by means other than 
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binding with the appropriate signal molecule. Four principal methods have been 
identified: 1) molecular alterations in the amino acid sequence at specific sites; 2) 
stimulation with anti-peptide antibodies; 3) over-expression in in vitro systems; 
and 4) over-expression of the coupling G proteins. These other means simulate 
5 the stabilizing effect of the signalling molecule to keep the receptor in the active, 
coupled, state. Such stabilization in the active state is termed "constitutive 
receptor activation". 

Several features distinguish the constitutively activated receptors. First, 
they have an affinity for the native signalling molecule and related agonists which 
10 is typically greater than that of the native receptors. Second, where several 
known agonists of varying activity (to the native receptor) were known, it was 
found that the greater the initial activity of the agonist, the greater was the 
increase in its affinity for the constitutively activated receptor. Third, the affinity 
of the constitutively activated receptor for antagonists is not increased over the 
15 affinity for the antagonist of the native receptor. Fourth, the constitutively 
activated receptors remain coupled to the second messenger pathway and 
produce a biological response even in the absence of the signalling molecule or 
other agonist. 

The importance of constitutively activated receptors to biological research 
20 and drug discovery cannot be overstated. First, these receptors provide an 

opportunity to study the structure of the active state and provide insights into 
how the receptor is controlled and the steps in receptor activation. Second, the 
constitutively active receptors allow study of the mechanisms by which coupling 
to G proteins is achieved as well as how G protein specificity is determined. 
25 Third, mutated constitutively active receptors are now recognized in disease 
states. Study of constitutively activated receptors has demonstrated that many 
mutations may lead to constitutive activation and that a whole range of activation 
is possible. 

Fourth, the existence of constitutively active receptors provides a novel screening 
30 mechanism with which compounds which act to increase or decrease receptor 
activity can be identified and evaluated. Such compounds may become lead 
compounds for drug research. Finally, studying the affect of classical antagonists 
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(compounds previously identified as, in the absence of agonist, binding to the 
receptor but causing no change in receptor activitiy, and, in the presence of 
agonist, competitively decreasing the activity of a receptor) and other drugs used 
as treatments on the constitutively active receptors has led to the discovery that 
5 there are compounds, inverse agonists, which decrease the constitutive activity 
of the active state of the receptors but which have no or little affect on the 
inactive state. The difference between antagonists, which act on the inactive 
state, and inverse agonists, which act on the active state, is only discernable 
when the receptor exhibits constitutive activity. These inverse agonists, 
10 identifiable with constitutively active receptors, present an entirely new class of 
potential compounds for drug discovery. 

About 10 years ago, it was recognized that neurotransmitter receptors can 
be divided into two general classes depending on the rapidity of their response. 
Fast receptors were identified with ion channels and mediate millisecond 
15 responses while slower receptors were identified with G protein-coupled 

receptors. These G protein-coupled receptors include certain subtypes of the 
adrenergic as well as the muscarinic cholinergic (M1 - M5), dopaminergic (D1 - 
D5), serotonergic (5-HT1, 5-HT2, 5-HT4 - 5-HT7) and opiate (6, k, and //) 
receptors. Each of these G protein-coupled neurotransmitter receptors has been 
20 associated with profound changes in mental activity and functioning, and it is 
believed that abnormal activity of these receptors may contribute to certain 
psychiatric disorders. Consequently, the elucidation of the mechanism of action 
of these receptors has been the focus of vigorous research efforts. 

Serotonin receptors are of particular importance. Serotonin-containing cell 
25 bodies are found at highest density in the raphe regions of the pons and upper 
brain stem. However, these cells project into almost all brain regions and the 
spinal column. Serotonin does not cross the blood-brain barrier and is synthesized 
directly in neurons from L-tryptophan. In the CNS serotonin is thought to be 
involved in learning and memory, sleep, thermoregulation, motor activity, pain, 
30 sexual and aggressive behaviors, appetite, neuroendocrine regulation, and 
biological rhythms. Serotonin has also been linked to pathophysiological 
conditions such as anxiety, depression, obsessive-compulsive disorders, 
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schizophrenia, suicide, autism, migraine, emesis, alcoholism and 
neurodegenerative disorders. Presently several drugs are used to modify serotonin 
receptors: 1) 5-HT1: sumatriptan for treatment of migraine, ipsapirone and 
buspirone for treatment of anxiety; 2) 5-HT2: clozapine and risperidone for 
treatment of schizophrenia; and 3) 5-HT3: odanestron for the prevention of 
emesis in chemotherapy. 

To date, fourteen serotonin receptors have been identified in 7 subfamilies 
based on structural homology, second messenger system activation, and drug 
affinity for certain ligands. The 5-HT 2 subfamily is divided into 3 classes: 5-HT 2A , 
5-HT 2B , and 5-HT 2C . 5-HT 2A and 5-HT 2C receptor antagonists are thought to be 
useful in treating depression, anxiety, psychosis, and eating disorders. 5-HT 2A and 
5-HT 2C receptors exhibit 51% amino acid homology overall and approximately 
80% homology in the transmembrane domains. The 5-HT 2C receptor was cloned 
in 1987 and led to the cloning of the 5-HT 2A receptor in 1990. Studies of the 5- 
HT 2A receptor in recombinant mammalian cell lines revealed that the receptor 
possessed two affinity states, high and low. Both the 5-HT 2A and 5-HT 2C 
receptors are coupled to phospholipase C and mediate responses through the 
phosphatidylinositol pathway. Studies with agonists and antagonists display a 
wide range of receptor responses suggesting that there is a wide diversity of 
regulatory mechanisms governing receptor activity. The 5-HT 2A and 5-HT 2C 
receptors have also been implicated as the site of action of hallucinogenic drugs. 

Much of the knowledge about the structure of G protein-coupled receptors 
has come from the study of the ^-adrenergic receptor. Over the last several 
years, site-directed mutagenesis has been used to try to determine the amino acid 
residues important for ligand binding in both the ^-adrenergic and 5-HT 2A 
receptors. In addition, studies have suggested that in a native (inactive) state of 
G protein-coupled receptors, the third intracellular loop is tucked into the receptor 
and is not available for interaction with the G protein. A change of receptor 
conformation (active) results in the availability or exposure of the C-terminal 
region of the third intracellular loop. 

In 1990 Cotecchia et al. 1 were studying the G protein specificity 
determining characteristics of the third intracellular loop by creating chimeric 
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receptors in which the third intracellular loops had been exchanged between the 
^-adrenergic receptor and the ^-adrenergic receptor. The specific G protein 
coupled activation was essentially switched between the two receptors. While 
attempting to determine which portions of the loop were responsible for the 
5 specificity, Cotecchia et al. discovered an unexpected phenomena; namely that 
the modification in the third intracellular loop of the ^-adrenergic receptor of 
three residues, Arg288 f Lys290, and Ala293, created a mutant receptor with two 
orders of magnitude greater affinity for agonist and which coupled to the second 
messenger system even in the absence of agonist. These modifications were 
10 made in the carboxy end of the third cytoplasmic loop adjacent to the sixth 

transmembrane helix. The changes responsible for this increase were isolated to 
either a Ala293 -* Leu or a Lys290 -> His mutation. Thus, a constitutively active 
state of a G protein-coupled neuroreceptor had been created. Subsequently, 
Kjelsberg et al. 2 demonstrated that mutation of the amino acid at position 293 in 
15 the a 1B -adrenergic receptor to any other of the 19 amino acids also produced a 
constitutively active state. Subsequently, mutations in the ^-adrenergic receptor 
near the carboxy end of the third cytoplasmic loop have also been shown by 
Samama et al. 3 to constitutively activate this receptor. 

When foci resulting from constitutively active a 1B -adrenergic receptors were 
20 injected into nude mice, tumor formation occurred. Over the past 5 years, since 
the discovery that several thyroid adenomas contained mutations of the thyroid 
stimulating hormone (TSH) receptor, constitutively activated receptors have been 
found associated with several human disease states. The mutations responsible 
for these disease states have been found in the transmembrane domains and 
25 intracellular loops. For the TSH receptor, mutations at 13 different amino acid 
positions have been found in the transmembrane domain, the third intracellular 
loop, and the second and third extracellular loops. Clearly, constitutively 
activating mutations are not limited to the third intracellular loop and the critical 
site for constitutive activation varies with each G protein-coupled receptor. The 
30 importance of the initial observations was well stated in Cotecchia et al. 1 : "Such 
mutations might not only help to illuminate the biochemical mechanisms involved 
in receptor-G protein coupling but also provide models for how point mutations 
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might activate potentially oncogenic receptors." 

In light of the above referenced discoveries, the importance and utility of 
discovering other constitutively activated neuronal receptors cannot be 
understated. However, the hope that other neuronal receptors could be easily and 

5 readily mutated to a constitutively active form by mutations in the third 

cytoplasmic loop was destroyed by the report of Burstein et al. 4 in 1995 of a 
comprehensive mutational approach to the G protein coupled M5 muscarinic 
acetylcholine receptor. In that approach, Burstein et al. had randomly and 
comprehensively mutated the C-terminal region of the third intracellular loop of 

10 the M5 muscarinic acetylcholine receptor, but no constitutive activating 
mutations were found. 

Definition : CONSTITUTIVELY ACTIVATED RECEPTOR shall mean a G protein- 
coupled receptor which: 1 ) exhibits an increase in basal activity of the second 
messenger pathway in the absence of agonist above the level of activity observed 
1 5 in the wild type receptor in the absence of agonist; 2) may exhibit an increased 
affinity and potency for agonists; 3) exhibits an unmodified or decreased affinity 
for antagonists; and 4) exhibits a decrease in basal activity by inverse agonists. 

SUMMARY OF THE INVENTION 
Constitutively active forms of the rat 5-HT 2A and 5-HT 2C serotonin receptors 
20 have been obtained by a site-directed mutational method that will permit the 

constitutive activation of all mammalian G protein-coupled serotonin receptors. An 
amino acid position that will lead to a successful mutation in the serotonin 
receptor may be identified by alignment of the serotonin receptor against the 
amino acid sequence of the cr 1B -adrenergic receptor. Mutating the amino acid in 
25 the serotonin receptor which corresponds to the most sensitive position in the 
o 1B -adrenergic receptor, alanine 293, yields a constitutively active serotonin 
receptor. A strongly constitutively active serotonin receptor is achieved when the 
mutation in the serotonin receptor is to one of the amino acids which produces 
the highest level of basal activation in constitutively activated o 18 -adrenergic 
30 receptors. Successful constitutive activation of the serotonin receptor can be 

shown by increased high basal levels of second messenger activity in the absence 
of agonist, increased affinity and potency for agonists, and an unmodified or 
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decreased affinity for antagonists. While standard methods of site-directed 
mutagenesis may be employed, the careful placement of restriction sites in the 
primer permits the more rapid and direct determination of the clone containing the 
desired mutated receptor. 
5 It is the object of this invention to provide a general methodology for 

obtaining constitutively active forms of the G protein-coupled mammalian 
monoamine receptors. 

It is a further object of this invention to provide a general methodology for 
obtaining constitutively active forms of the G protein-coupled mammalian 

10 serotonin receptors. 

It is another object of this invention to provide a constitutively active 5- 

HT 2A serotonin receptor. 

It is a further object of this invention to provide a constitutively active 5- 

HT 2C serotonin receptor. 
15 Yet another object of this invention is to provide a method for rapidly 

identifying the clone containing the desired mutated receptor. 

These and other achievements of the present invention will become 

apparent from the detailed description which follows. 

DESCRIPTION OF THE FIGURES 
20 Figure 1A shows the full DNA sequence for the rat 5-HT 2A serotonin 

receptor including the 5' and 3' untranslated regions with the translated codons 

underlined. Figure 1B shows the translated amino acid sequence for the rat 5- 

HT 2 a receptor. 

Figure 2A shows the full DNA sequence for the rat 5-HT 2C serotonin 
25 receptor including the 5' and 3' untranslated regions with the translated codons 
underlined. Figure 2B shows the translated amino acid sequence for the rat 5- 
HT 2C receptor. 

Figure 3A shows the full DNA sequence for the rat a 1B -adrenergic receptor 
including the 5' and 3' untranslated regions with the translated codons 
30 underlined. Figure 3B shows the translated amino acid sequence for the rat a 1B - 
adrenergic receptor. 

Figure 4 shows the amino acid sequences for part of the C-terminal third 
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intracellular loop and transmembrane domain VI for the 5-HT 2A and 5-HT 2C 
receptors aligned opposite the corresponding part of the a 1b -adrenergic receptor 
with numerals representing the amino acid positions in each receptor. 

Figure 5 shows a schematic outline of the 5-HT 2A site-directed mutagenesis 
5 procedure. 

Figure 6 shows a schematic outline of the 5-HT 2C site-directed mutagenesis 
procedure. 

Figure 7 shows the competition curves of 5-HT for 3 H-ketanserin labeled 
native and mutant 5-HT 2A receptors. 0.5nM 3 H-ketanserin was used to label the 
10 native and mutant receptors transiently transfected in COS-7 cells. 

Figure 8 shows the radioligand binding data of 3 H-ketanserin labeled native 
and mutant 5-HT 2A receptors in the presence of agonists and antagonists. 0.5 nM 
3 H-ketanserin was used to label the native and mutant 5-HT 2A receptors 
expressed in COS-7 cells. 
15 Figure 9 shows the stimulation of IP production in COS-7 cells expressing 

native or mutant 5-HT 2A receptors. IP production assays were performed using 
anion-exchange chromatography. The data are expressed as percent of maximal 
IP stimulation produced by 10 jjM 5-HT. 

Figure 10 shows the basal activity and 5-HT stimulation of the native and 
20 mutant 5-HT 2A receptors. IP levels were measured in COS-7 cells with vector 
alone, native 5-HT 2A receptors, or mutant 5-HT 2A receptors. The data are 
expressed as dpms of IP stimulation minus basal levels of IP produced by vector. 
Basal activity of vector alone was typically 400 dpms. 

Figure 1 1 shows a saturation analysis of 3 H-ketanserin labeled native and 
25 cys -* lys mutant receptors. Bmax values were determined by a BCA assay. 

Figure 12 shows the competition curves of 5-HT for 3 H-mesulergine labeled 
native and mutant 5-HT 2C receptors. 1 nM 3 H-mesulergine was used to label the. 
native and mutant receptors transiently transfected in COS-7 cells. 

Figure 13 shows the radioligand binding analysis of native and mutant 5- 
30 HT 2C receptors. Native and mutant 5-HT 2C receptors expressed in COS-7 cells 
were labeled with 1 nM 3 H-mesulergine. 5-MT = 5-methoxytryptamine. 

Figure 14 shows the 5-HT stimulation of IP production in COS-7 cells 
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transfected with the ser -* lys or ser -» phe mutated receptors. Cells were labeled 
with 3 H-myoinositol and challenged with 5-HT (0.1 nM - 10 nM). Total IP 
production was measured by anion exchange chromatography. 

Figure 15 shows the EC 50 values for the 5-HT stimulation of IP production 
5 in COS-7 cells transfected with native, mutant ser -* lys receptor, and mutant ser 
-* phe receptor. Figure 1 5 also shows the results of 3 H-mesulergine saturation 
analyses. Saturation experiments were performed using 3 H-mesulergine (0.1 nM - 
5.0 nM). 

Figure 16 shows the effect of the ser -» lys and ser -> phe mutations on 
10 basal levels of IP production by the mutated 5-HT 2C receptors. IP levels were 

measured in COS-7 cells with vector alone, native 5-HT 2C receptors, or mutant 5- 
HT 2C receptors. The data are expressed as dpms of IP stimulation minus basal 
levels of IP produced by vector. 

Figure 17 shows the inverse agonist activity of spiperone and ketanserin on 
15 the mutated constitutively active 5-HT 2A cys -* lys receptor. Parallel transfections 
with the native 5-HT 2A receptor were performed to determine native basal activity 
which was then subtracted from the mutant receptor basal activity to determine 
constitutive stimulation. 

Figure 18 shows the inverse agonist activity of chlorpromazine, haloperidol, 
20 loxapine, spiperone, clozapine and risperidone on the mutated constitutively 
active 5-HT 2A cys -* lys receptor. 

Figure 19 shows the inverse agonist activity of mianserin and mesulergine 
on the mutated constitutively active 5-HT 2C ser -* lys receptor both in the 
presence and absence of 5-HT. 
25 Figure 20A sets forth the full DNA sequence for the human 5-HT 2A 

serotonin receptor with the translated codons underlined. The sixth 
transmembrane domain conserved sequence of WxPFFI is indicated with block 
tetters. Figure 20B shows the translated amino acid sequence for the human 5- 
HT 2A receptor. 

30 Figure 21 A sets forth the full DNA sequence for the human 5-HT 2c 

serotonin receptor with the translated codons underlined. The sixth 
transmembrane domain conserved sequence of WxPFFI is indicated with block 
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letters. Figure 21 B shows the translated amino acid sequence for the human 5- 
HT 2C receptor. 

Figure 22 is the amino acid sequence of the 5-HT 2A cys -* lys mutant 
receptor with the mutated amino acid shown as a larger outlined letter. 
5 Figure 23 is the DNA sequence of the 5-HT 2A cys -* lys mutant receptor 

including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #322 lysine mutant are shown as larger 
outlined letters, and the starting and ending locations of the primer are also 
indicated. 

10 Figure 24 is the DNA sequence of the 5-HT 2A cys -» lys mutant receptor 

including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #322 lysine mutant are shown as larger 
outlined letters, and the starting and ending locations of the primer are also 
indicated. In addition the two bases which were mutated to create the Seal site 

15 are shown as larger outlined letters and are indicated with arrows. 

Figure 25 is the amino acid sequence of the 5-HT 2A cys -> arg mutant 
receptor with the mutated amino acid shown as a larger outlined letter. 

Figure 26 is the DNA sequence of the 5-HT 2A cys -> arg mutant receptor 
including the 5' and 3' untranslated regions with the translated codons 

20 underlined. The bases specifying the #322 arginine mutant are shown as larger 
outlined letters, and the starting and ending locations of the primer are also 
indicated. 

Figure 27 is identical to Figure 26 since the AGG mutation introduced for 
arginine creates an Mnl1 restriction site by itself at #319. 
25 Figure 28 is the amino acid sequence of the 5-HT 2A cys -* glu mutant 

receptor with the mutated amino acid shown as a larger outlined letter. 

Figure 29 is the DNA sequence of the 5-HT 2A cys -» glu mutant receptor 
including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #322 glutamic acid mutant are shown as 
30 larger outlined letters, and the starting and ending locations of the primer are ah 
indicated. 

Figure 30 is the DNA sequence of the 5-HT 2A cys glu mutant receptor 
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including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #322 glutamic acid mutant are shown as 
larger outlined letters, and the starting and ending locations of the primer are also 
indicated. In addition the additional base which was mutated to create the Rsa1 
site is shown as a larger outlined letter and is indicated with an arrow. 

Figure 31 is the amino acid sequence of the 5-HT 2C ser lys mutant 
receptor with the mutated amino acid shown as a larger outlined letter. 

Figure 32 is the DNA sequence of the 5-HT 2C ser -> lys mutant receptor 
including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #312 lysine mutant are shown as larger 
outlined letters, and the starting and ending locations of the primer are also 
indicated. 

Figure 33 is the DNA sequence of the 5-HT 2C ser -> lys mutant receptor 
including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #312 lysine mutant are shown as larger 
outlined letters, and the starting and ending locations of the primer are also 
indicated. In addition the base which was mutated to create the Seal site is 
shown as a larger outlined letter and is indicated with an arrow. 

Figure 34 is the amino acid sequence of the 5-HT 2C ser -> phe mutant 
receptor with the mutated amino acid shown as a larger outlined letter. 

Figure 35 is the DNA sequence of the 5-HT 2C ser -» phe mutant receptor 
including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #312 phenylalanine mutant are shown as 
larger outlined letters, and the starting and ending locations of the primer are also 
indicated. 

Figure 36 is the DNA sequence of the 5-HT 2C ser -* phe mutant receptor 
including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #312 phenylalanine mutant are shown as 
larger outlined letters, and the starting and ending locations of the primer are also 
indicated. In addition the base which was mutated to create the Seal site is 
shown as a larger outlined letter and is indicated with an arrow. 
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DETAILED DESCRIPTION OF THE INVENTION 

Despite the disappointing results obtained by Burstein in mutating positions 
in the third intracellular loop of the M5 muscarinic acetylcholine receptor, the 
present inventive efforts focused on finding mutations at the carboxy end of the 
third intracellular loop near the sixth transmembrane helix in the serotonin 
receptors. DNA and amino acid sequences for rat 5-HT 2A and 5-HT 2C serotonin 
receptors were obtained from GeneBank as was the DNA and amino acid 
sequence for the a 1B -adrenergic receptor. Figures 1, 2, and 3 list the full DNA and 
translated amino acid sequences for these receptors. 
Receptor Alignment: 

As noted above, Cotecchia et al. had identified amino acid position number 
293 in the third intracellular loop adjoining the sixth transmembrane domain in the 
a 1B -adrenergic receptor as a critical position, mutation of which lead to 
constitutive activity. However, the length of the serotonin receptors is different 
than the a 1B -adrenergic receptor, and even had they been the same, matching the 
ends would not necessarily provide a structural or functional match. What was 
important was to find an alignment method which made sense in terms of 
locating the equivalent functional site to position 293 of the a 1B -adrenergic 
receptor in the serotonin receptors. 

A meaningful alignment method has been discovered based upon the fact 
that the transmembrane domains are highly conserved in G protein-coupled 
receptors. A series of conserved amino acid positions were identified in the sixth 
transmembrane domain which permit alignment of the transmembrane domain 
and the adjacent third intracellular loop between receptors. In Figure 5 the 
conserved sixth transmembrane domain amino acid sequence WxPFFI (x may be 
variable) has been used to align the three receptors. Alignment using this 
sequence also aligns the LGIV sequence found at the intracellular beginning of the 
sixth transmembrane domain which is connected to the third intracellular loop. 
This alignment indicates that in the 5-HT 2A receptor the cysteine at position #322 
corresponds to the alanine at position #293 in the a 1B -adrenergic receptor. In the 
5-HT 2C receptor, the corresponding amino acid is a serine at position #312. 
It should be noted that position 293 is not the only position in the a 1B - 
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adrenergic receptor which, when mutated, produced a constitutively active 
receptor. While Cotecchia et al. 1 reported that the A293L mutation produced the 
greatest constitutive activation, they also noted that the K290H mutation also 
induced dramatic constitutive activity. There are clearly other sites in the third 
5 intracellular loop of each of these receptors that can be mutated. In the future, 
other sites on other receptors may be reported. However, the alignment 
methodology presented above should serve to permit the structural correlation 
between different receptors so that information gleaned from one receptor may 
be utilized to mutate another receptor. However, the evidence presently available 
10 suggests that the third position removed from the beginning of the 

transmembrane domain represented by position 293 in the or 1B -adrenergic receptor 
seems to play a crucial role in the binding and activation of the coupled G protein, 
and that mutations introduced at that position alter the tertiary structure of the 
region. 

15 As noted earlier, Kjelsberg et al. 2 further demonstrated that substitution of 

any of the 19 amino acids at position 293 of the or 1B -adrenergic receptor produced 
constitutive activity. However, the relative activity increased in the following 
order of amino acids: S, N, D. G, T, H, W, Y, P, V, L, M, Q, I, F, C, R, K, and E. 
In that study, replacing the native amino acid with amino acids having long basic 
20 or acidic side chains produced the greatest degree of constitutive activity, while 
amino acids with aromatic substituents produced an intermediate degree of 
constitutive activity. It is proposed that this order, with minor variations, exists 
for most G protein-coupled receptors due to the importance of the third position 
removed from the beginning of the transmembrane domain. A reasonable starting 
25 place for mutating receptors should therefore involve mutation to one of the 
amino acids at the most active end of the above list. Further, the tertiary 
structure of the region may be significantly altered by substituting an amino acid 
with longer side chains or of different polarity from the native amino acid. 
Efficient Screening of Mutant Receptors: 
30 When performing site-directed mutagenesis, it is common (and necessary) 

laboratory practice to fully sequence the cloned receptor to confirm that the 
mutation has been incorporated. However, because colonies containing the 
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mutant receptor cannot be distinguished from those that do not, it is necessary to 
sequence each colony. A method, outlined schematically by way of example in 
Figure 5 for the 5-HT 2A cys -* lys receptor mutation and in Figure 6 for the 5-HT 2C 
ser -+ lys and ser ->phe receptor mutations, has been devised that rapidly and 
5 easily eliminates most non-mutated colonies, and from those remaining, identifies 
the mutant colony so that unnecessary sequencing is avoided. A two-pronged 
approach is used. The first prong is designed to prevent non-mutated vector from 
being incorporated during the first transformation by digesting the vector. E coli 
will only incorporate uncut (circular) plasmid DNA. Recognizing the limitations of 
10 the first prong, namely, that all restriction digests are not 100% complete so that 
some of the colonies at the end of the procedure will contain native DNA instead 
of mutant DNA, the second prong is designed to easily identify among the 
remaining colonies, those colonies containing the desired mutation after a second 
transformation. 

15 To begin, a unique restriction site, not occurring in the native amino acid 

sequence, is incorporated into the mutant. It is possible to introduce the unique 
restriction site because of the degeneracy of the genetic code. The unique 
restriction site is ideally located within or near the amino acid(s) which specify the 
structural mutation which is being introduced into the mutant. Thus, the 

20 restriction site can be located on the same mutagenic primer as the structural 
mutation. 

In addition, during the initial annealing, a second primer is used to remove 
a restriction site specific to the vector being used. When the second strand is 
synthesized with polymerase and ligase, only the second strand of the vector (the 

25 one not containing the mutations) will contain the original vector restriction site. 
Subsequently, after transformation, the colonies can be treated with the 
restriction enzyme specific for the vector site and only those resulting from the 
wildtype vector will be digested. Digested (cut) DNA will not be taken up by E. 
coli during the second transformation step. The colonies containing the mutated 

30 vector will not be digested and will be taken up by E. coli during the final 
transformation step. 

Each resulting colony can be tested to see whether the restriction enzyme, 
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which recognizes the unique site introduced by the mutated primer, digests the 
DNA. Only samples from colonies containing the desired mutation will be 
digested. These colonies can then be sequenced to confirm the insertion of the 
mutated amino acid. It is unnecessary to sequence colonies whose DNA is not 
digested by the restriction enzyme. This procedure yields a much more highly 
efficient method by saving both time and expense of sequencing every colony 
which results from the transformation experiment. 
Measurement of Receptor-Couoled Second Messenger Activation: 

In order to measure the stimulation produced through the 5-HT 2A and the 5- 
HT 2C receptors, an assay was utilized which measures the accumulation of 
inositol phosphates, the product that is formed when phosphatidylinositol 4,5- 
bisphosphate is hydrolyzed to DAG and IP. This assay was established by 
Berridge and coworkers (1983) in studies of the blowfly salivary glands, and 
found to be an accurate measurement of the stimulation of phospholipase C 
through receptor activation. 3 H-myoinositol is incorporated into the cell membrane 
by conversion to phosphatidylinositol 4,5-bisphosphate and upon receptor 
activation, is cleaved by phospholipase C to yield two products: diacylglycerol 
and 3 H-inositol 1,4,5 triphosphate (IP 3 ). 

Inositol-free media must be used for this assay because unlabeled inositol, 
which is normally found in many commercially available media, can result in less 
than maximal incorporation of radiolabeled inositol into the cell membrane, resulting 
in a reduction in the amount of 3 H-IP that would be detected. The 3 H-IP is recovered 
by anion-exchange chromatography in which IP is separated from anion-exchange 
resin using washes of increasing concentrations of formate. 

IP 3 is rapidly hydrolyzed to IP 2 by an inositol triphosphatase which is then 
converted to IP by inositol bisphosphatase. Because IP 3 is hydrolyzed so quickly, 
accumulation of IP would be hard to measure unless the cycle of IP to inositol and 
phosphate is blocked. Lithium is used in this assay to block the enzyme which 
converts IP to inositol and phosphate (myo-inositol monophosphatase). This ensures 
that IP levels can accumulate and be experimentally measured and are not 
undergoing the normal rapid degradation pathway. These experiments are also 
performed in serum free media in order to remove serotonin that can be found in 
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serum which would complicate experimental results. 

The total IP levels were measured in order to obtain an accurate measurement 
of the total amount of stimulation that occurred. The actual experimental conditions 
and concentrations of reagents used in this assay are set forth in the methods and 
5 materials sections under each example below. 

Example 1 : Constitutive Activation Of The 5-HT^ Receptor: 
Three separate mutations of the 5-HT 2A receptor were made. The cysteine 
at position 322 was mutated to lysine, glutamate, and arginine. 
Materials and Methods For Site-dire cted Mutagenesis: 
10 The rat 5-HT2A receptor cDNA was ligated into the mammalian expression 

vector pcDNA3 (Invitrogen) using EcoR1 (GIBCO). This construct served as the 
native template for site-directed mutagenesis performed using Clontech's 
transformer kit. Mutagenic primers (Midland Certified Reagent Company) were 
designed as follows: the C322K primer was complementary to amino acid nos. 
15 318-329 of the native 5-HT2A cDNA, while changing amino acid no. 322 from 
cysteine (TGC) to lysine (A AG). The same primer was designed to incorporate a 
Seal restriction site using amino acid nos. 323 and 324 by changing the third 
base in amino acid no. 323, lysine, from AAG to AAA and the third base in amino 
acid no. 324, valine from GTG to GTA. The C322E and C322R were designed 
20 complementary to amino acid nos. 319-330 of the native 5-HT2A cDNA, while 
changing amino acid no. 322 from cysteine (TGC) to glutamate (GAG) and 
arginine (AGG). In the C322E primer, an Rsa1 site was introduced by changing 
the third base in amino acid no. 324, valine, from GTG to GTA. The C322R 
mutation in the primer created an MnI1 site, by itself, at amino acid no. 319. The 
25 selection primer, complementary to bases 4,871-4,914 of the pcDNA3 vector, 
was designed to remove a unique PVUI site by changing base G to T at location 
4891. Phosphorylated primers were annealed to 10 ng of alkaline-denatured 
plasmid template by heating to 65°C for 5 min and cooling slowly to 37°C. 
Mutant DNA was synthesized using T4 DNA polymerase and ligase (Clontech) by 
30 incubating for 1 hr at 37°C, followed by digestion with PVU1 (GIBCO) and 

transformation of BMH71-18mutS E. coli (Clontech). Plasmid was purified using 
the Wizard miniprep kit (Promega), digested with PVU1, and used to transform 
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DH5( E.Coli (GIBCO). Individual colonies were isolated and plasmid DNA was 
digested with SCA1 , Mnl1 or Rsal to screen for C322K, C322E and C322R 
mutations, respectively (GIBCO). DNA sequencing (Sequenase version 2.1 
kit, USB, 35 Sd-ATP, New England Nuclear) was performed to confirm the 
5 incorporation of lysine, glutamate, or arginine at amino acid no. 322. Sequencing 
reactions were run on a 5% acrylamide/bis (19:1) gel (Bio-Rad) for 2 hr at 50°C, 
dried for 2 hr at 80°C, and exposed on Kodak Biomax MR film for 24 hr at -80°C. 

In Figure 22 is shown the amino acid sequence of the 5-HT 2A cys -* lys 
mutant receptor with the mutated amino acid shown as a larger outlined letter. 
10 Figure 23 shows the resulting DNA sequence of the 5-HT 2A cys «* lys mutant 
receptor including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #322 lysine mutant are shown as larger 
outlined tetters, and the starting and ending locations of the primer are also 
indicated. In addition to showing the mutated DNA sequence of the 5-HT 2A cys -* 
15 lys mutant receptor. Figure 24 shows the two bases, which were mutated to 
create the Seal site, as larger outlined letters and are indicated with arrows. 

In Figure 25 is shown the amino acid sequence of the 5-HT 2A cys -* arg 
mutant receptor with the mutated amino acid shown as a larger outlined letter. 
Figure 26 shows the resulting DNA sequence of the 5-HT 2A cys - arg mutant 
20 receptor including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #322 arginine mutant are shown as larger 
outlined letters, and the starting and ending locations of the primer are also 
indicated. Figure 27 showing the added restriction site is identical to Figure 26 
since the arginine mutation to AGG creates, by itself, an Mnl1 restriction site at 
25 #319. 

In Figure 28 is shown the amino acid sequence of the 5-HT 2A cys -* glu 
mutant receptor with the mutated amino acid shown as a larger outlined letter.. 
Figure 29 shows the resulitng DNA sequence of the 5-HT 2A cys -* glu mutant 
receptor including the 5' and 3' untranslated regions with the translated codons 
30 underlined. The bases specifying the #322 glutamic acid mutant are shown as 

larger outlined letters, and the starting and ending locations of the primer are also 
indicated. Figure 30 shows the additional base mutation introduced in amino 
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acid 324 to create an Rsa1 site. The base mutation is indicted by a larger outlined 

letter and an arrow. 

PpII culture an d transfection: 

COS-7 cells were grown in Dulbecco's modified Eagle's medium (DMEM, 
5 Sigma) with 10% fetal bovine serum (Sigma) in 5% C0 2 at 37°C and subcultured 
1:8 twice a week. Twenty-four hours before transfection, cells were seeded at 
30% confluence in 100-mm dishes for radioligand binding assays or at 10 5 cells 
per well in 24-well cluster plates for IP production assays. Cells were transfected 
with native or mutant 5-HT2A cDNA using Lipofectamine (GIBCO). This was 
10 accomplished by combining 20 fj\ of Lipofectamine with 2.5 //g of plasmid per 
100-mm dish or 2 jj\ of Lipofectamine with 0.25 pg of plasmid per well. 
Transfections were performed in serum-free DMEM for 4 hr at 37°C. 
Radioligand binding: 

Thirty-six hours after transfection, membranes were prepared from COS-7 
15 cells by scraping and homogenizing in 50mM Tris-HCI/5mM MgCI 2 /0.5mM EDTA, 
pH 7.4 (assay buffer), and centrifugation at 10,000xg for 30 min. Membranes 
were resuspended in assay buffer, homogenized, and centrifuged again. After 
resuspension in assay buffer, 1-ml membrane aliquots ( approximately 10/yg of 
protein measured by bicinchoninic acid assay) were added to each tube 
20 containing 1ml of assay buffer with 0.5nM [ 3 H] ketanserin and competing drugs. 
10//M spiperone was used to define non-specific binding. Saturation experiments 
were performed by using [ 3 H]ketanserin (0.1-5.0nM). Samples were incubated at 
23°C for 30 minutes, filtered on a Brandel cell harvester, and counted in Ecoscint 
cocktail (National Diagnostics) in a Beckman liquid scintillation counter at 40% 

25 efficiency. 

Phfisphatidvli nngitnl hvdrolvsis: 

Inositol phosphate (IP) production was measured using a modified 

combination of the methods of Berridge et al. (1982) and Conn and Sanders-Bush 

(1985). In brief, 24 h after transfection, cells were washed with phosphate- 
30 buffered saline (PBS) and labeled with 0.25 //Ci/well of myo-[ 3 H]inositol (New 

England Nuclear) in inositol free/serum-free DMEM (GIBCO) for 12 h at 37°C. 

HPLC analysis of this culture medium, after incubation, has been reported to 
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contain <10* 10 M 5-HT (Barker et a!. 1994). After labeling, cells were washed 
with PBS and preincubated in inositol-free/serum-free DMEM with 10mM LiCI and 
10/yM pargyline (assay medium) for 10 min at 37°C. When antagonists were 
used, they were added during the 10-min preincubation period. 5-HT (Sigma), or 
5 assay medium alone, was added to each well and incubation continued for an 
additional 35 min (Westphal et al. f 1995). Assay medium was removed and cells 
were lysed in 250 fj\ of stop solution (1 M KOH/18mM sodium borate/3. 8mM 
EDTA) and neutralized by adding 250 //I of 7.5 % HCI. The contents of each well 
were extracted with 3 volumes of chloroform/methanol (1:2), centrifuged 5 min 
10 at 10,000xg, and the upper layer loaded onto a 1-ml AG1-X8 resin (100-200 
mesh, Bio-Rad) column. Columns were washed with 10ml of 5 mM myo-inositol 
and 10ml of 5 mM sodium borate/60mM sodium formate. Total IPs were eluted 
with 3ml of 0.1 M formic acid/1 M ammonium formate. Radioactivity was 
measured by liquid scintillation counting in Ecoscint cocktail. 
15 Demonstration of Constitutive Activation: 

Constitutive activity of the mutated 5-HT 2A receptors is demonstrated by 
the fact that the mutated receptors exhibit all the hallmark characteristics 
established for constitutive activation: a showing of increased agonist affinity, 
increased agonist potency, and coupling to the G protein second messenger 
20 system in the absence of agonist. 

Figure 7 shows the competition curves of 5-HT for 3 H-ketanserin labeled 
native and mutant 5-HT 2A receptors. 0.5nM 3 H-ketanserin was used to label the 
native and mutant receptors transiently transfected in COS-7 cells. While the 
native receptor demonstrated a relatively low affinity for 5-HT (K; = 293 nM), the 
25 three mutant receptors displayed a high affinity for 5-HT with the cys -» lys 

mutant exhibiting a 12-fold increase in affinity for 5-HT (K ; = 25 nM), the cys -* 
arg mutant exhibiting a 27-fold increase in affinity for 5-HT (K ; = 11 nM). and the 
cys -* glu mutant exhibiting a 3.4-fold increase in affinity for 5-HT [K { = 86 nM). 
To determine whether other agonists would display a similar increase in 
30 affinity for the mutant receptors, two known agonists (DOM and DOB) were 

tested with both the native and cys -* lys mutant. Figure 8 shows the radioligand 
binding data of 3 H-ketanserin labeled native and mutant 5-HT 2A receptors in the 
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presence of agonists and antagonists. 0.5 nM 3 H-ketanserin was used to label the 
native and mutant 5-HT 2A receptors expressed in COS-7 cells. The DOM and DOB 
agonists show increased affinity for the mutant receptor, as is seen for 5-HT. The 
K( for DOM shows a 5-fold increase, while the K; for DOB shows a 7.4-fold 
5 increase. 

To determine if the mutant 5-HT 2A receptors would exhibit an increase in 
agonist potency relative to the native 5-HT 2A receptor, 5-HT stimulation of the 
native and mutant 5-HT 2A receptors was measured using an IP production assay. 
Figure 9 shows the stimulation of IP production in COS-7 cells expressing native 

10 or mutant 5-HT 2A receptors. Both the cys -* lys and cys -* glu mutant receptor 
curves exhibit a leftward shift away from the native curve in the 5-HT dose- 
response indicating that there was an increase in 5-HT potency at the mutant 
receptors. The cys -* lys and cys -* glu mutant receptors displayed EC 50 values of 
25 nM and 61 nM, respectively, as compared to the native 5-HT 2A receptor which 

15 had an EC 50 value of 152 nM. 

Figure 10 shows the basal activity and 5-HT stimulation of the native and 
mutant 5-HT 2A receptors. As can be seen, both the cys -* lys and the cys -* glu 
mutant 5-HT 2A receptors show dramatic increases in basal intracellular inositol 
phosphate (IP) accumulation compared to the native receptor. The cys lys 

20 mutant receptor produced a 345% (8-fold) increase in IP levels over the vector 
control. The cys glu mutant receptor produced a 158% (3.7-fold) increase in IP 
levels over the vector control. Upon the addition of 10 jjM 5-HT, both the native 
and mutant receptors produced an additional increase in IP production. The basal 
activity of the cys lys mutant was 48% of that of the maximally stimulated 

25 native 5-HT 2A receptor. The basal activity of the cys -* glu mutant was 31 % of 
that of the maximally stimulated native 5-HT 2A receptor. 

In order to determine whether the above results were due to an increase in 
the number of expressed mutant receptors rather than to a change in the 
properties of the mutated receptors, saturation curves were generated. Figure 11 

30 shows a saturation analysis of 3 H-ketanserin labeled native and cys -» lys mutant 
receptors. B MAX values were determined by a BCA assay. For the native receptor 
th © Bmax = 193 +/- 37 fmol/mg, while for the cys -+ lys mutant receptor, the 
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B M ax = 218 3 1 fmol/mg. There is no significant difference in the B MAX values 
for the native and mutant receptors. The K D of 3 H-ketanserin also did not differ 
between the native and mutant receptors. These data demonstrate that the 
results were not due to an increase in number of expressed mutant receptors 
5 compared to expressed native receptors. 

Thus, the mutated 5-HT 2A receptors meet all the criteria for constitutively 
activated receptors; they show a higher affinity for agonists; they show a higher 
potency for 5-HT; and they show activation (coupling) of the G protein second 
messenger pathway (IP production) even in the absence of agonist. 
10 Fxample ?'. Constitutive Activ ation of 5-HT,,. Receptor 

M ortals and Methods For Site-direct pd Mutagenesis: 

The rat 5-HT 2C receptor cDNA was ligated into the mammalian expression 
vector pcDNA3 (Invitrogen) using BamHI (Gibco). This construct served as the 
native template for site-directed mutagenesis performed using Clonetech's 
15 Transformer kit. Mutagenic primers (Midland Certified Reagent Company) were 
designed complementary to amino acids #308-317 of the native 5-HT 2C cDNA, 
while changing amino acid #312 from serine (TCC) to lysine (AAG) or 
phenylalanine (TTC). The same primers were designed to incorporate an Seal 
restriction site at amino acid #314 by changing the third codon in valine from 
20 GTC to GTA. The selection primer, complementary to bases 2081-3017 of the 

pcDNA3 vector, was designed to remove a unique Sma1 site by changing glycine 
at base 2093 from GGG to GGA. Phosphorylated primers were annealed to 10ng 
of alkaline denatured plasmid template by heating to 65°C for 5 minutes and 
cooling slowly to 37°C. Mutant DNA was synthesized using T4 DNA polymerase 
25 and ligase (Clonetech) by incubating for 1 hour at 37°C, followed by digestion 
with Sma1 (Gibco) and transformation of BMH71-18mutS E. coli (Clonetech). 
Plasmid was purified using the Wizard miniprep kit (Promega), digested with 
Sma1, and used to transform DH5o E. coli (Gibco). Individual colonies were 
isolated and plasmid DNA was digested with Seal to screen for S312K and 
30 S31 2F mutants (Gibco). S31 2K and S31 2F mutant plasmids contain an additional 
Seal site and appear as two bands (2.3Kb and 7.6Kb) when run on a 1% 
agarose gel. DNA sequencing (Sequenase version 2.1 kit USB, 35 Sd-ATP NEN) 
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was performed to confirm the incorporation of lysine or phenylalanine at amino 
acid #312. Sequencing reactions were run on a 5% acrylamide/bis (19:1) gel 
(BioRad) for 2 hours at 50°C, dried for 2 hours at 80°C, and exposed to Kodak 
Biomax MR film for 24 hours at -80°C. 
5 In Figure 31 is shown the amino acid sequence of the 5-HT 2C ser -* lys 

mutant receptor with the mutated amino acid shown as a larger outlined letter. 
Figure 32 shows the resulting DNA sequence of the 5-HT 2C ser -* lys mutant 
receptor including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #312 lysine mutant are shown as larger 

10 outlined letters, and the starting and ending locations of the primer are also 

indicated. In addition to showing the mutated DNA sequence of the 5-HT 2c ser -* 
lys mutant receptor, Figure 33 shows the base, which was mutated to create the 
Seal site, as a larger outlined letter indicated with an arrow. 

In Figure 34 is shown the amino acid sequence of the 5-HT 2c ser phe 

15 mutant receptor with the mutated amino acid shown as a larger outlined letter. 
Figure 35 shows the resulting DNA sequence of the 5-HT 2C ser phe mutant 
receptor including the 5' and 3' untranslated regions with the translated codons 
underlined. The bases specifying the #312 phenylalanine mutant are shown as 
larger outlined letters, and the starting and ending locations of the primer are also 

20 indicated. In addition to showing the mutated DNA sequence of the 5-HT 2C ser -* 
phe mutant receptor, Figure 36 shows the base, which was mutated to create the 
Seal site, as a larger outlined letter indicated with an arrow. 
Cell culture and transfection : 

COS-7 cells were grown in Dulbecco's Modified Eagle's Medium (DMEM, 

25 Sigma) with 10% fetal bovine serum (Sigma) in 5% C0 2 at 37°C and subcultured 
1 :8 twice a week. Twenty-four hours prior to transfection, cells were seeded at 
30% confluence in 100mm dishes for radioligand binding assays or at 10 5 
cells/well in 24 well cluster plates for PI assays. Cells were transfected with 
native or mutant 5-HT2 c cDNA using Lipofectamine (Gibco). This was 

30 accomplished by combining 20 jj\ of lipofectamine with 2.5 fjg plasmid per 

100mm dish or 2 jj\ lipofectamine and 0.25 /yg plasmid per well. Transfections 
were performed in serum-free DMEM for 4 hours at 37°C. 
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Radioligand binding : 

Thirty-six hours after transfection, membranes were prepared from COS-7 
cells by scraping and homogenizing in 50mM Tris-HCI / 5mM MgCI 2 / 0.5mM 
EDTA pH 7.4 (assay buffer) and centrifugation at 10,000xg for 30 minutes. 
5 Membranes were resuspended in assay buffer, homogenized and centrifuged 
again. Following resuspension in assay buffer, 1 ml membrane aliquots 
(approximately 10 //g protein measured by BCA assay) were added to each tube 
containing 1ml of assay buffer with 1nM 3 H-mesulergine and competing drugs. 
10//M mianserin was used to define non-specific binding. Saturation experiments 

10 were performed using 3 H-mesuIergine (0.1 nM-5.0nM) or 3 H-5-HT (0.1nM-30nM) 
in the absence of presence of 10/yM GppNHp (RBI). Samples were incubated at 
37°C for 30 minutes, filtered on a Brandel cell harvester, and counted in Ecoscint 
cocktail (National Diagnostics) in a Beckman liquid scintillation counter at 40% 
efficiency. 

15 Phosphatidvlinositol hydrolysis : 

Inositol phosphate (IP) production was measured using a modified 
combination of the methods of Berridge et al., 1982 and Conn and Sanders-Bush 
1985. Briefly, 24 hours after transfection, cells were washed with PBS and 
labeled with 0.25/yCi/well of 3 H-myoinositol (NEN) in ihositol-free/serum-free 

20 DMEM (Gibco) for 12 hours at 37°C. Following labeling, cells were washed with 
PBS and preincubated in inositol-free/serum-free DMEM with 10mM LiCI and 
10//M pargyline (assay medium) for 10 minutes at 37°C. When antagonists were 
used they were added during the 10 minute preincubation period. 5-HT (Sigma), 
or assay medium alone, was added to each well and incubation continued for an 

25 additional 35 minutes (Westphal et al., 1995). Assay medium was removed and 
cells were lysed in 250 //I of stop solution (1M KOH / 18mM NaBorate / 3.8mM 
EDTA) and neutralized by adding 250//I of 7.5% HCI. The contents of each well 
were extracted with 3 volumes of chloroform:methanol (1:2), centrifuged 5 
minutes at 10,000xg, and the upper layer loaded onto a 1ml AG1-X8 resin (100- 

30 200 mesh, BioRad) column. Columns were washed with 10mls of 5mM 

myoinositol and 10mls of 5mM NaBorate / 60mM NaFormate. Total IPs were 
eluted with 3mls of 0.1 M formic acid / 1M ammonium formate. Radioactivity was 
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measured by liquid scintillation counting in Ecoscint cocktail. 
Stable Transfection: 

Although not yet fully characterized, it has been found possible to create a 
stable cell line expressing mutant receptors by the following method. The rat 
5 5-HT 2C cDNA (edited VSI isoform) was used as a template for site-directed 
mutagenesis to convert amino acid 312 from serine to lysine as previously 
described. Native and S312K 5-HT 2c cDNAs were ligated into the BamHI/EcoRI 
site of the pZeoSV2+ mammalian expression vector (Invitrogen) containing the 
zeocin resistance gene. NIH3T3 cells (ATCC) were stably transfected using the 

10 high efficiency BES method. Briefly, cells were seeded at 5x10 5 cells/IOOmm 

culture dish in complete medium (DMEM/10%FBS) and grown in 5% C0 2 at 37° 
overnight. Twenty micrograms of pZeoSV2/5-HT 2C DNA (linearized with Bglll) 
was mixed with 500/vl of 0.25M CaCI 2 and 500//I of 2x BES solution (50mM 
N,N-bis-2-hydroxyethyl-2-aminoethanesulfonic acid; 280mM NaCI; 1.5mM 

15 Na 2 HP0 4 ; pH to 6.95) and incubated at 25°C for 20 minutes. The solution was 
added dropwise on top of the cells. The cells were incubated for 20 hours at 
35°C in 3% C0 2 , washed twice with PBS, complete medium replenished, and 
incubated for 48 hours at 37°C in 5% C0 2 . Cells were split 1 :4 into complete 
medium containing 500jt/g/ml zeocin. Individual colonies were isolated and tested 

20 for 5-HT 2C receptor expression by 3 H-mesulergine binding. 
Demonstration of Constitutive Activation: 

Constitutive activity of the mutated 5-HT 2C receptors is demonstrated by 
the fact that the mutated receptors also exhibit all the hallmark characteristics 
established for constitutive activation: a showing of increased agonist affinity, 

25 increased agonist potency, and coupling to the G protein second messenger 
system in the absence of agonist. 

Figure 12 shows the competition curves of 5-HT for 3 H-mesulergine labeled 
native and mutant 5-HT 2C receptors. 0.5nM 3 H-mesulergine was used to label the 
native and mutant receptors transiently transfected in COS-7 cells. As shown in 

30 Figure 12, the 5-HT competition isotherms for 3 H-mesulergine labeled ser - lys 
and ser - phe mutant receptors display a marked leftward shift compared with 
native receptors. The affinity of 5-HT for ser -» lys mutant receptors increased 
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almost 30-fold from 203 nM in the native to 6.6 nM in the ser -* lys mutant. 
Similarly, but on a smaller scale, the ser phe mutation resulted in a 3-fold 
increase in 5-HT affinity to 76 nM. 

To determine whether other agonists would display a similar increase in 
5 affinity for the mutant receptors, two known agonists, 5-methoxytryptamine and 
DOB were tested with the ser -* lys mutant. Figure 13 shows the radioligand 
binding analysis of native and mutant 5-HT 2C receptors in the presence of 
agonists and antagonists. Native and mutant 5-HT 2C receptors expressed in COS- 
7 cells were labeled with 1 nM 3H-mesulergine. The 5-MT and DOB agonists 
10 show increased affinity for the mutant receptor, as is seen for 5-HT. 5-methoxy- 
tryptamine and DOB display an 89-fold and 38-fold increase, respectively, in 
affinity for the ser lys mutant receptors. 

To determine if the mutant 5-HT 2C receptors would exhibit an increase in 
agonist potency relative to the native 5-HT 2C receptor, 5-HT stimulation of the 
15 native and mutant 5-HT 2C receptors was measured using an IP production assay. 
Figure 14 shows the stimulation of IP production in COS-7 cells expressing native 
or mutant 5-HT 2C receptors. Both the ser -* lys and ser -» phe mutant receptor 
curves exhibit a leftward shift away from the native curve in the 5-HT dose- 
response indicating that there was an increase in 5-HT potency for the mutant 
20 receptors. The shifts were similar in magnitude to the shifts in the 5-HT 
competition binding isotherms. Figure 15 shows the 5-HT stimulation of IP 
production in COS-7 cells transfected with the ser -* lys or ser phe mutated 
receptors. As shown in Figure 15, the EC 50 value for 5-HT mediated stimulation of 
IP production increased from 70 nM in cells transfected with native receptors to 
25 2.7 nM in the ser -* lys mutant and 28 nM in the ser -* phe mutant. 

Figure 16 shows the effect of the ser -* lys and ser -*> phe mutations on 
basal levels of IP production by the mutated 5-HT 2C receptors. Cells transfected 
with native 5-HT 2C receptors displayed a small increase (9%, 225dpm) in basal IP 
production over cells transfected with vector alone. Transfection with ser -» lys 
30 and ser -* phe mutant 5-HT 2C receptors resulted in 5-fold and 2-fold increases, 

respectively, in basal levels of IP production when compared with cells expressing 
native 5-HT 2C receptors. Basal levels of IP stimulated by ser -> lys mutant 
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receptors represented 50% of total IP production stimulated by native receptors 
in the presence of 10//M 5-HT. 5-HT stimulated IP production 10 fold over basal 
levels in cells transfected with native receptors and 2-fold over basal levels in 
cells transfected with ser -»- lys mutant receptors. However, 5-HT elicited the 
5 same maximal IP response in cells transfected with native or mutant receptors. 

Since receptor density can influence agonist binding affinity and potency in 
stimulating second messenger systems, saturation curves were generated. 
Therefore, 3 H-mesulergine saturation analyses and Scatchard transformations 
were performed in parallel to control for variations in transfection efficiency and 
10 receptor expression levels. As shown in Figure 15, the 5-HT 2C receptor density 
was greater in cells transfected with native receptors than in cells transfected 
with either the ser -»• lys or the ser -» phe mutant receptors. These data indicate 
that the increase in agonist binding affinity and potency of the mutated receptors 
did not result from increased receptor expression, but directly resulted from the 
15 mutations. 

Thus, like the mutated 5-HT 2A receptors, the mutated 5-HT 2C receptors 
meet all the criteria for constitutively activated receptors; they show a higher 
affinity for agonists; they show a higher potency for 5-HT; and they show 
activation (coupling) of the G protein second messenger pathway (IP production) 
20 even in the absence of agonist. 

Inverse Aoonism at Constitutively Activate d Serotonin Receptors 

As noted above, the discovery and elucidation of the mechanisms of action 
of constitutively activated receptors has led to the recognition of a new class of 
receptor antagonists, identified as inverse agonists. The mutated 5-HT 2A and 5- 
25 HT 2C receptors of this invention were used to test the activity of known serotonin 
receptor antagonists. Figure 8 shows the binding affinities of four known 5-HT 2A 
antagonists to the native and cys - lys mutant 5-HT 2A receptors. There is an 
apparent decease in the binding affinity of methysergide and mianserin at the 
mutant 5-HT 2A receptors, but no change in binding affinity for spiperone and 
30 ketanserin. However, as shown in Figure 17, both spiperone and ketanserin 
reversed the constitutive stimulation of IP production in cells expressing the 
mutant 5-HTja receptor. Ketanserin and spiperone decreased the constitutive IP 



BNSOOCtD: <WO_963821 7 A 1 JU> 




PCT/US98/03991 



stimulation by 80% and 58% respectively. 

Several antipsychotic drugs presently in use are thought to act at the 5- 
HT 2A receptor. As shown in Figure 18, all these drugs, chlorpromazine, 
haloperidoi, loxapine, clozapine, and risperidone as well as spiperone reduce the 
5 constitutively activated IP basal activity of the mutated 5~HT 2A receptor. 

The constitutively active ser -* lys mutated 5-HT 2C receptor of this 
invention can also be used to screen compounds for inverse agonist activity. 
Figure 19 shows that two classical 5-HT 2C receptor antagonists, mianserin and 
mesulergine, exhibit inverse agonist activity by decreasing basal levels of PI 
10 hydrolysis associated with the constitutively active 5-HT 2C mutant receptor. The 
inverse agonism of these compounds is apparent both in the presence and 
absence of serotonin. 

The demonstration of inverse agonism at the mutated 5-HT 2A and 5-HT 2C 
receptors further characterizes the mutated serotonin receptors of this invention 
15 as being constitutively active. Not only have the 5-HT 2A and 5-HT 2C receptors 

been mutated to a constitutively active form, but a method has been disclosed for 
mutating all mammalian G protein-coupled monoamine receptors, including 
serotonin receptors, to a constitutively active form. Unlike the case of the M5 
muscarinic acetylcholine receptor where mutations in the third cytoplasmic loop 
20 do not produce constitutive activation, the present invention clearly demonstrates 
that mutations in the third cytoplasmic loop of G protein-coupled serotonin 
receptors may be used to induce constitutive activation. Previously, third 
intracellular loop mutations near the transmembrane region had only been found 
to produce constitutively active receptors of the adrenergic type. With the present 
25 discoveries, it is now recognized that the alignment and positional mutation 
method of this invention is applicable to the general class of monoamine 
receptors of which the adrenergic and serotonin receptors are major subclasses. 
Further, based upon the present discoveries, it is expected that mutations may be 
introduced at other sites in the third cytoplasmic loop which will constitutively 
30 activate the G protein-coupled monoamine receptors including the serotonin 
receptors. 
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Additional Advannes Enabled Bv The Discover ies Of The Present Invention: 

Figures 20A and 20B show the DNA and amino acid sequences for the 
human 5-HT 2A receptors. In Figure 20A, it can be seen that the sixth 
transmembrane domain has the same WxPFFI conserved sequence (outlined type) 
5 as seen in the rat receptors. Figures 21 A and 21 B show the DNA and amino acid 
sequences for the human 5-HT 2C receptors. In Figure 21 A it can be seen that the 
sixth transmembrane domain also has the same WxPFFI conserved sequence 
(outlined type) as seen in the rat receptors. Both of these human receptors may, 
therefore, be similarly aligned with the rat a1 -adrenergic, 5-HT 2A , and 5-HT 2C 
10 receptors to identify the amino acid positions which may be mutated to produce 
constitutively active human receptors following the methodologies of this 
invention. 

Having identified mutations which constitutively activate the 5-HT 2A and 5- 
HT 2C serotonin receptors, it is now possible to create transgenic mammals 
15 incorporating these mutations using techniques well known in the art. This will 
provide an opportunity to study the physiological consequences of constitutive 
receptor activation and may lead to the development of novel therapeutic agents. 

Those skilled in the art will recognize that various modifications, additions, 
substitutions and variations of the illustrative examples set forth herein can be 
20 made without departing from the spirit of the invention and are, therefore, 
considered within the scope of the invention. 
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CLAIMS 

What is claimed is: 

1 . A method of constitutively activating targeted G protein-coupled 
mammalian monoamine receptors comprising the following steps: 

a. aligning a conserved amino acid sequence occurring in the sixth 
transmembrane domain of the targeted monoamine receptor with the 
conserved amino acid sequence in the sixth transmembrane domain 
of a second monoamine receptor for which a constitutively activated 
form having a mutation in the third intracellular loop is known; 

b. identifying in the aligned receptor sequences the amino acid position 
in the targeted monoamine receptor which corresponds to the amino 
acid position in the third intracellular loop which produced 
constitutive activation in the second monoamine receptor; and 

c. mutating, by site-directed mutagenesis, the identified amino acid 
position in the targeted monoamine receptor so that a different 
amino acid is substituted for the amino acid occurring in the native 
targeted receptor. 

2. The method of claim 1 in which the targeted monoamine receptor is a G 
protein-coupled serotonin receptor. 

3. The method of claim 2 in which the G protein-coupled serotonin receptor is 
the 5-HT 2A receptor. 

4. The method of claim 2 in which the G protein-coupled serotonin receptor is 
the 5-HT 2C receptor. 

5. The method of claim 1 in which the conserved amino acid sequence within 
the sixth transmembrane domain used for the alignment is WxPFFI, where x 
represents that any amino acid may occur at that position. 

6. A method of constitutively activating G protein-coupled mammalian 
serotonin receptors comprising the following steps: 

a. aligning a conserved amino acid sequence occurring in the sixth 

transmembrane domain of the serotonin receptor with the conserved 
amino acid sequence in the sixth transmembrane domain of the cr 1B - 
adrenergic receptor for which a constitutively activated form having 
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a mutation in the third intracellular loop is known; 

b. identifying in the aligned receptor sequences the amino acid position 
in the serotonin receptor which corresponds to the amino acid 
position in the third intracellular loop which produced constitutive 
activation in the a 1B -adrenergic receptor; and 

c. mutating, by site-directed mutagenesis, the identified amino acid 
position in the serotonin receptor so that a different amino acid is 
substituted for the amino acid occurring in the native serotonin 
receptor. 

7. The method of claim 6 in which the G protein-coupled serotonin receptor is 
the 5-HT 2A receptor. 

8. The method of claim 6 in which the G protein-coupled serotonin receptor is 
the 5-HT 2C receptor. 

9. The method of claim 6 in which the conserved amino acid sequence within 
the sixth transmembrane domain used for the alignment is WxPFFI, where x 
represents that any amino acid may occur at that position. 

10. The constitutively active 5-HT 2A receptor in which the amino acid at 
position number 322 has been mutated from the cysteine found in the native 
receptor to an amino acid selected from the group consisting of lysine, glutamic 
acid, and arginine. 

1 1 . The constitutively active 5-HT 2C receptor in which the amino acid at 
position number 312 has been mutated from the serine found in the native 
receptor to an amino acid selected from the group consisting of lysine and 
phenylalanine. 

12. The DNA encoding the constitutively active 5-HT 2A receptor in which the 
amino acid at position number 322 has been mutated from the cysteine found in 
the native receptor to an amino acid selected from the group consisting of lysine, 
glutamic acid, and arginine. 

13. The DNA encoding the constitutively active 5-HT 2C receptor in which the 
amino acid at position number 312 has been mutated from the serine found in the 
native receptor to an amino acid selected from the group consisting of lysine and 
phenylalanine. 
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14. A method of efficiently minimizing the number of full DNA sequencings, 
which must be performed on the colonies resulting from site-directed mutagenesis 
employing vectors, by eliminating most colonies not containing the desired 
mutation and by tagging colonies containing the desired mutation for easy 
5 identification comprising the following steps: 

a. creating two primers, the first of which will remove a restriction site 
occurring in the original form of the vector and the second of which 
will introduce the desired mutation as well as a second mutation 
which specifies a unique restriction site not found in the primer; 
10 b. annealing the primers to the vector; 

c. synthesizing the second strands; 

d. exposing the double stranded DNA to the restriction enzyme for the 
restriction site which occurs on the original vector thereby digesting 
the DNA containing the restriction site so that it cannot be taken up 

15 during a subsequent transformation; 

e. transforming the test organism with the remaining double stranded 
circular DNA; and 

f. testing the resulting colonies to see if they contain DNA which can 
be digested by the restriction enzyme for the unique site introduced 

20 by the second primer 

whereby only DNA from those colonies which have incorporated the 
desired mutation will be digested with the restriction enzyme for the unique 
restriction site and the presence of such digestion indicates that that colony 
contains the desired mutation. 
25 15. The method of claim 14 in which the following additional steps are 
performed after step e and before step f of claim 14: 

e\ repeating a restriction digest using the restriction enzyme for the 

restriction site which occurs on the original vector; and 
e". tansforming the test organism with the remaing double stranded 
30 circular DNA. 

16. The constitutively active 5-HT 2A receptor coded by the DNA sequence 
specified in Figure 24 which DNA also contains a mutation creating a unique 
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restriction site. 

17. The constitutively active 5-HT 2A receptor coded by the DNA sequence 
specified in Figure 27 which DNA also contains a mutation creating a unique 
restriction site. 

18. The constitutively active 5-HT 2A receptor coded by the DNA sequence 
specified in Figure 30 which DNA also contains a mutation creating a unique 
restriction site. 

19. The constitutively active 5-HT 2C receptor coded by the DNA sequence 
specified in Figure 33 which DNA also contains a mutation creating a unique 
restriction site. 

20. The constitutively active 5-HT 2C receptor coded by the DNA sequence 
specified in Figure 36 which DNA also contains a mutation creating a unique 
restriction site. 

21. The use of the constitutively activated mammalian G protein-coupled 
monamine receptor to screen for agonists, inverse agonists, and antagonists not 
previously identified as such at the native receptor. 

22. The method of claim 21 where the mammalian G protein-coupled 
monoamine receptor is a serotonin receptor. 

23. A transgenic mammal having incorporated and expressed in its genome a 
constitutively activated monoamine G protein-coupled receptor. 

24. The transgenic mammal of claim 23 wherein the constitutively activated 
monoamine G protein-coupled receptor is a serotonin receptor. 

25. The method of constitutively activating G protein-coupled receptors as 
described and illustrated in the specification. 

26. The method of efficiently minimizing the number of full DNA sequencings 
as described and illustrated in the specification. 

27. The constitutively activated receptors as described and illustrated in the . 
specification. 

28. DNA encoding constitutively activated receptors as described and 
illustrated in the specification. 

29. The invention as described and illustrated in the specification. 
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Rat 5-HT 



1 cccaggctat gaacccctag tctctccaca cttcatctgc tacaacttcc ggcttagaca 
61 tg gaaattct ttntnaaqac aa tatctctc toanctcaat tPpaaactPP ttagtgpggt 
121 tanntnatgg r.r.r.aaaactc tarnataata a rttnaactc caoaqatqct aagacttcgg 
181 aanratcaaa rtnnanaat t natoctaaaa araoaaccaa cctetCCtqt qagqqqtaqg 
241 tnrnaccaac atQcctctcc anrttnatc tccaqqaaaa aggptggtPt gptttattgg 
301 raantntcat oattattctc ac c attncto oaaaTaTact qqtcatcatq gcggtqtppp 
361 tanaaaaaaa nntnnaoaat nrraccaact atttcctqat gtpapttgpc atagp^ggta 
421 rnrtontoqg t t trrttntn atqcrtotqt ccatnttaac PatPPtqtat gggtgppgqt 
481 nar.cAtxacc taonaaqctc t ntocqatct qgatttacct qqatqtqptP Uttptgcgg 
541 natncatcat gr.ar.rAr.tac a c r.atr.tc.r.c. taoaocgpta tgtcgncatc cagggpccpg 
601 ttcacnacao ccacttcaan tncaqaac n a aaoccttocT qaaaatcatt gccqtgtgqa 
661 cratatctqt agntatatcc a tnccaatcc caatctttgg gctapggggt ga^pggagg 
721 tntttaaqqa gnaaaQctac rtanttocc a atoacaactt tqttptcgta qggtcttttq 
781 tnncattttt catnrnccta a r ratcatqq tqatcaPPta ptTcetqgct atpaaqtP9P 
841 ttnaaaaaqa anrnacctta TnTntaaqtq acctcaqpap tcqaqppaag ctgqpptPPt 
901 Tcaonttcct rrr:tnaqaaT tctctqtcat caoaaaaqct Pttcpaapqq tccaTceaca 
961 aaqaaccaqg r.tcctacqra qqccqa a ooa caatqoaqtc catpagcagt gagpaaaagg 
1021 r.otqcaaqqt nntqqqcatc qtottcttcc tn tttnttqt aatqtqgtqc ccattpttca 
1081 tnancaatat r.atnnccatc. atctqcaa a o aatcctqcaa tqaaaatqtP gtpggagcpp 
114.1 t g ^traatnT otttqtntaq attqq ttatf: tctcctraqc tatcaatcpa ctqqtatata 
1201 nnttqttcaa taaaacttat anotrcacc t tntcaaqqta cattcagtgt caqtapgggg 
1261 aaaacaqaaa nrnactqcao ttaatttta a tqaacactat accaqcattq qpctapgaqt 
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1321 p.taqtcagct ccaaatoaaa caoaaaaa g a antcacaqqa aqatqctqaq ggqgQgqttq 
1381 pt gantoctc catoattara ntoflo o aaac aac^gtnoaa aoaaaattqt acaqacaata 
1441 ttnaaaccqt oaatoaaaaq ottaQctqtq tatqatgaac tggatgctat ggcaattgcc 
1501 cagggcatgt gaacaaggtt atacccatgt gtgtggggcg gggataagga ggctgcaaca 
1561 aattag 



FIGURE 1A - CONTINUED 
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Rat 5-HT. 



MEILCEDNISLSSIPNSLMQLGDGPRLYHNDFNSRDANTSEASN 

WTIDAENRTNLSCEGYLPPTCLSILHLQEKNWSALLTTVVIILTIAGNILVIMAVSLE 

KKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYGYRWPLPSKLCAIWIYLDVLFST 

ASIMHLCAISLDRYVAIQNPIHHSRFNSRTKAFLKIIAVWTISVGISMPIPVFGLQDD 

SKVFKEGSCLLADDNFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEATLCVSDLSTRA 

KLASFSFLPQSSLSSEKLFQRSIHREPGSYAGRRTMQSISNEQKACKVLGIVFFLFVV 

MWCPFFITNIMAVICKESCNENVIGALLNVFVWIGYLSSAVNPLVYTLFNKTYRSAFS 

RYIQCQYKENRKPLQLILVNTIPALAYKSSQLQVGQKKNSQEDAEQTVDDCSMVTLGK 

QQSEENCTDNIETVNEKVSCV 
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Rat 5-HT 



ORIGIN 23 bp upstream of Hindlll site. 

1 ggcgctctgg tgctcactga ggaagcttcc ttaggtgtac cgatcttaat gattgagccc 
61 ttggagcagc aagattgtta atcttggttg ctcctttggc ctgtctatcc cttaccttcc 
121 tattacatat gaacttttct tcgttctgca catcgattgt cgtcggcgtc gtggagatcg 
181 tcgtggtgct ccggtggtgg tcttcgtccg cttagaatag tgtagttagt taggggcctt 
241 caaagaagaa agaagaagcg attggcgcgg agagatgctg gaggtgtcag tttctatgct 
301 agagtagggt agtgaaacaa tccccagcca aacctttccg gggggcgcag gttgcccaca 
361 ggaggtcgac ttgccggcgc tgtccttcgc gccgagctcc ctccatcctt ctttccgtct 
421 gctgagacgc aaggttgcgg cgcgcacgct gagcagcgca ctgactgccg cgggctccgc 
481 tgggcgattg cagccgagtc cgtttctcgt ctagctgccg ccgcggcgac ctgcctggtc 
541 ttcctcccgg acgctagcgg gttgtcaact attacctgca agcataggcc aacgaacacc 
601 ttctttccaa attaattgga atgaaacaat tctgttaact tcctaattct cagtttgaaa 
661 ctctggttgc ttaagcctga agcaatc atg gtgaaccttg acaacacQQt dcactcactc 
721 ctQatacac c taatcaacct attaatttaa caattcaata tttccataaa tccaqtaqca 
781 actataataa ctaacactt t taattcctcc qatqotogac acttqtttca attcccooac 
841 gqqqtacaaa actaaccaac actttcaatc atcataatta taatcataac aatagggggc 
901 aacattcttq ttatcatgoc aotaagcatq oagaaqaaac tocacaatoc aaccaattac 
961 ttcttaatqt ccctaoccat tqctqatat q ctaqtaoaac tacttgtcat acccctotcc 
1021 ctgcttocta ttctttataa ttatotctqg cctttaccta qatatttqto ccccotctao 
1081 atttcactag atqtqctatt ttcaactqcq tccatcatqc acctctgcoc catatcqcto 
1 141 gaccgqtatg tagcaataco taatcct att qaocataqcc ggttcaattc qcqaactaao 
1201 gccatcato a aqattgccat cgtttaggca atatcaataa oaatttcaot tcctatccct 
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1261 Qtaattaoac tgaqgoanqa aaocaaaqto ttc gtaaata acaccacatQ CQtactcaat 
1321 oaccccaact tcottctcat coootcct tc otaacattct tcatcccatt qacqattatq 
1381 ataatcacct acttcttaac qatctacotc ctaca nnatc aaactctoat Qttacttcqa 
1441 gqtcacaccQ aaaaQQaact qgctaatatq aocc toaact ttctaaactq ctactqcaaq 
1501 aaaaataato otaaaaaaaa gaacg ctcco aacnctaatc caaatcaaaa accacqtcqa 
1561 aagaaqaaag aaaaqcatcc caqaaacacc atgcaagct a tcaacaacoa aaaqaaaqct 
1621 tccaaaqtcc ttaacattat attctttata t ttctaatca tqtqqtqccc qtttttcatc 
1681 accaatatcc tgtcggttct ttatqqqaaq nnntotaacc aaaaqctaat qqaqaaqctt 
1741 ctcaatqtqt ttatqtgqat tqgctatqtQ tottcaggca tcaatcctct ggtgtacact 
1801 ctcntaata aaatttaccq aagqactttc tctaaa tatt tqcgctgcga ttataagcca 
1861 gacaaaaagc ctcctgttcq acagattcn t aoggttgctq ccactqcttt gtctgqqaqq 
1921 gagctcaatg ttaacattta tcggcatac c aatqaacgtg tggctaqqaa aqctaatqac 
1981 cctqaqcctg gcatagaqat gcaqgtggag aac ttaqagc tgccagtcaa cccctctaat 
2041 gtggtcagcg agaggattag tagtgtg taa gcgaagagca gcgcagactt cctacaggaa 
2101 agttcctgta ggaaagtcct ccccaccccc cgtgattttc ctgtgaatca taactaatgt 
2161 aaatattgct gtgtgacaag acagtgtttt tataaatagc tttgcaaccc tgtactttac 
2221 atcatgcgtt aatagtgaga ttcggg 



FIGURE 2A - CONTINUED 
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Rat 5-HT 2C 

MVNLGNAVRSLLMHLIGLLVWQFDISISPVAAIVTDTFNSSDGG 

RLFQFPDGVQNWPALSIVVIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADML 

VGLLVMPLSLLAILYDYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAIRNP 

IEHSRFNSRTKAIMKIAIVWAISIGVSVPIPVIGLRDESKVFVNNTTCVLNDPNFVLI 

GSFVAFFIPLTIMVITYFLTIYVLRRQTLMLLRGHTEEELANMSLNFLNCCCKKNGGE 

EENAPNPNPDQKPRRKKKEKRPRGTMQAINNEKKASKVLGIVFFVFLIMWCPFFITNI 

LSVLCGKACNQKLMEKLLNVFVWIGYVCSGINPLVYTLFNKIYRRAFSKYLRCDYKPD 

KKPPVRQIPRVAATALSGRELNVNIYRHTNERVARKANDPEPGIEMQVENLELPVNPS 

NVVSERISSV 
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Rat o 1B -adrenergic 



MNPDLDTGHNTSAPAHWGELKDDNFTGPNQTSSNSTLPQLDVTR 

AISVGLVLGAFILFAIVGNILVILSVACNRHLRTPTNYFIVNLAIADLLLSFTVLPFS 

ATLEVLGYWVLLSFFCDIWAAVDVLCCTASILSLCAISIDRYIGVRYSLQYPTLVTRR 

KAILALLSVWVLSTVISIGPLLGWKEPAPNDDKECGVTEEPFYALFSSLGSFYIPLAV 

ILVMYCRVYIVAKRTTKNLEAGVMKEMSNSKELTLRIHSKNFHEDTLSSTKAKGHNPR 

SSIAVKLFKFSREKKAAKTLGIVVGMFILCWLPFFIALPLGSLFSTLKPPDAVFKVVF 

WLGYFNSCLNPIIYPCSSKEFKRAFMRILGCQCRGGRRRRRRRRLGACAYTYRPWTRG 

GSLERSQSRKDSLDDSGSCMSGTQRTLPSASPSPGYLGRGTQPPVELCAFPEWKPGAL 

LSLPEPPGRRGRLDSGPLFTFKLLGDPESPGTEGDTSNGGCDTTTDLANGQPGFKSNM 

PLAPGHF 
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Rat cr 1B -adrenergic 



1 gggcggactt * aQaaTqaa T rrrnatctoa acaccggppa paacacatca gpacctgcpc 
61 antnooQaaa pttnaaaoat n araacttca cTnnccccaa qcaqaqptcq aqpaaptppa 
121 rantocccca nr.taaacatc anfiaoaacca tctctqtqqq q otggtgptq qqpqppttpa 
181 tnntctttoc catrntaaac aa r fltrttoo tcatcctatc qqtqqcctqp aapcqqcapp 
241 \qr.aaacacc ranraacta c matcatca apntnoccat TQCtqacctq ctqttqaqtt 
301 tnacaatact qr.ccAXctcc n ntaccctao a a qtnnttaa ctaotqqqtq Ctqttqgqtt 
361 tnttntotaa catrtnaoca q rnntaaato t^tntactq TaoaqcctCC atCCtqaqCQ 
421 Tatotoccat ctnnattaac cnntacatta a aoTqcq a ta ctcTc tqcaq tapppcapqp 
481 tnntnaccca ranoaaQQC C aTcttaqcqc toctcaqtqt qtqqqtPttq tcpacqqtpa 
541 tntrcatCQO nnr.tntcctt nnataoaa aa aacctacQCC caatqatqap agaqaatqtq 
601 gaatcaccga anaanrnttc t aroncctct tttoctccct qqqctopttP tacatcppqp 
661 Tronootcat mtontcato x ar.tac.r.aaa tctacatcgt ggccaaqaqq gccacpaaqa 
721 atntnnaQQC nnnaotcata aaaaaaatgt ccaa cT CCaa qgagc tqacc ctqaqqatCC 
781 artrr.aaaaa nmcataaa oaraccctca ooagt a cpaa ggpc aagqgc pacaapcppg 
841 nnaottccat anntmcaaa r tttttaaot tcTocaqqqa aaaqaaaqca qpcaaaacct 
901 tnonnattgt antnoaaatg tt ratcttat qttggctPPC pttcTTcatC qptptcccqp 
961 ttoactccct nttntncacc ctaaagcccc r .Qaacaccgt qttcaaqqtq qtqttptqqp 
1021 tooactactt paanagctqc ntcaatccc a tnatntaccc qtqctcpaqp aaqqaqttca 
1081 aococqcctt ratacgtatc nttaoatgc c aataccgcgg tqqccqccqc cqccqccqcc 
1141 gtr.ar.r.arct aaacacgta c nnttacacct accqgccqtq qacppqcqqc qqptcqcTqq 
1201 aaagatcaca pir.ac.aaaaa oactctctag atgaqaqpqq paqctq c a tq aqcqqcacgc 
1261 aoaogaccct grcctcgqcn tcgcccag c c cggoctacct gggtcgagqa acqpaqccac 
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1321 r.r.ataaaact atacaccttc cccaaata na aacccaonqc qctqctcaqc ttqccgqaqc 
1381 r.tr.rAaacca r.aacaaccat ctcaactct q gnrnantctt caccttcaaq ctCCtqqqcq 
1441 atnctaaaaa cccQaaaacc oaaoaca ? ^ rnaacaacQQ qqqctqcqac accgcqacQq 
1501 anctoqccaa cqqqcaaccc aacttraaaa aca aratacc cctqqcqccc qqqcactttt 
1561 agggtccctt ttcatcctcc ccctcaacac actcacacat cggggtgggg gagaacacca 
1621 tcgtaggggc gggagggcgc gtggggggag tgtcagccct aggtagacac agggtcgcaa 
1681 ggggacaagg ggggaggggg gcggggagag gggcagctgc ttttctggca ggggcatggg 
1741 tgccaggtac agcgaagagc tgggctgagc atgctgagag cgtggggggc ccccctagtg 
1 801 gttccgggac ttaagtctct ctctcttctc tctctgtata tacataaaat gagttcctct 
1861 attcgtattt atctgtgggt acacgtgcgt gtgtctgttc ggtgtacgtg tgggctgcat 
1921 gggtgtgagt gtgaggcctg cccgcacgcg cgtgccgggg cagagcgagt gcgccccctg 
1981 gtgacgtcca ggtgtgttgt ttgtctcttg actttgtacc tctcaagccc ctccctgttc 
2041 tctagtcaat gctggcactt tgataggatc ggaaaacaag tcagatatta aagatcattt 
2101 ctcctgtg 
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Site-direct. J mutagenesis procedure for tru 5-HT2C receptor . 
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Human 5-HTaA 

1 gaattcgggt gagccagctc cgggagaaca gcatgtacac cagcctcagt gttacagagt 
61 gtgggtacat caaggtgaat ggtgagcaga aactataacc tgttagtcct tctacacctc 
121 atctgctaca agttctggct tagac atci g a T^tT«7TTT<1T gaagaaaata gttctttqag 
18 1 rtraartarn aar r^taa tnnaattaaa Taatqacacc aggrrfotana gtaatqagtt 
241 taar.tntnoa oa^rtp^a ctt c tnatnr. atttaactna acaqtcqact Qtqgaagttq 
301 **nraanctt tcp t gtnaan oatocntctc accqtcqTqt CTCtPCttgg ttcatctccg 
361 g g*aaaaaac t q gtrtnrtt tactoacaqo cgtagtqatt atTQtaapta ttqptjqqaaa 
421 ^tartrntn at r ^tnnran totcccTaqa qaaggaqpTq Pagaatqppa CCggctgttt 
481 nrtnatotca cttg^tan ntaat atnot qctqqq fflc ctTgtcatqO pcqWcgat 
541 nttaannatc ctntatnnnt acca gtnnrr tntoccnaqc aaqctttqtq cgqtctgqat 
601 tt^nntnoac otgrtmnt ncaca acoto oaTca tqcac cToTqcqcca Tctcqctqqg 
661 rrn^nntc Qcc ^.n, atcccatpra ccacaqccqr tTcaaotcca qaactaaggp 
721 amntnaaa atcattnrtn mooac ^t atraqtaaat atatccatqc caataccaqt 
781 mtnnnnta caqnarnatt caaa g ntrtt taaoaaqnaq aqttqcttac tcqccqatqg 
841 T«»«tnntc ctQ^trnnr.t ntttt q tntr atttttcatt ncrmaacca tpatqqTqgt 
901 rarrtacttt ct**"*atna aat c ar.xr.r.a oaaanaagct actttqtqtq taaqTqatct 
961 tnnracacQa qrraaattag ct t rtttran cttCCtPCCt caqaqttCtt tqtCUpaqa 
1021 aaanr.tcttc canrnntrna tcc a tannna accaqOOtCC tacacaqqca qqaqqactat 
1081 gnanrrnatc aq^atnann aaa a gnratn caaantoctg qqcatcqtct tcttcctqtt 
1141 tntnntnato tantnrrrtt tcttc a trac aaacatcaTO qcr.qtcatct qcaaaqaqtc 
1201 ntncaataaa oatntcatta a q grrntnct caatnTgtTt qtttqqatcq qttatctctC 
1261 rtnanraotc aarrrartan tcta r arart ottcaacaaq acctataqqt gggccffltC 
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1321 anaotatatt caatatcaot acaaqoaa aa raaaaaacca ttgcagttaa ttttaqtqag 
1381 raraataccq nrtttaacct acaaatctaa ccaacttcaa atqqqagaaa aaaaqagttC 
1441 aaancaaoat nccaaaaca a ranataatqa ctqctcaatq qttqCtCtgq qgggqcggC9 
1501 nntoaaqag octtctaaaa acaataqcaa caaaatqaat gaaaaggtqa gct gl;qtgtg 
1561 ataggctagt tgccgtggca actgtggaag gcacactgag caagttttca cctatctgga 
1621 aaaaaaaaat atgagattgg aaaaaattag acaagtctag tggaaccaac gatcatatct 
1681 gtatgcctca ttttattctg tcaatgaaaa gcggggttca atgctacaaa atgtgtgctt 
1741 ggaaaatgtt ctgacagcat ttcagctgtg agctttctga tacttattta taacattgta 
1801 aatgatatgt ctttaaaatg attcactttt attgtataat tatgaagccc taagtaaatc 
1861 taaattaact tctattttca agtggaaacc ttgctgctat gctgttcatt gatgacatgg 
1921 gattgagttg gttacctatt gccgtaaata aaaatagcta taaatagtga aaattttatt 
1981 gaatataatg gcctcttaaa aattatcttt aaaacttact atggtatata ttttgaaagg 
2041 agaaaaaaaa aaagccacta aggtcagtgt tataaaatct gtattgctaa gataattaaa 
2101 tgaaatactt gacaacattt ttcatagata ccattttgaa atattcacaa ggttgctggc 
2161 atttgctgca tttcaagtta attctcagaa gtgaaaaaga cttcaaatgt tattcaataa 
2221 ctattgctgc tttctcttct acttcttgtg ctttactctg aatttccagt gtggtcttgt 
2281 ttaatatttg ttcctctagg taaactagca aaaggatgat ttaacattac caaatgcctt 
2341 tctagcaatt gcttctctaa aacagcacta tcgaggtatt tggtaacttg ctgtgaaatg 
2401 actgcatcat gcatgcactc ttttgagcag taaatgtata ttgatgtaac tgtgtcagga 
2461 ttgaggatga actcaggttt ccggctactg acagtggtag agtcctagga catctctgta 
2521 aaaagcaggt gactttccta tgacactcat caggtaaact gatgctttca gatccatcgg 
2581 tttatactat ttattaaaac cattctgctt ggttccacaa tcatctattg agtgtacatt 
2641 tatgtgtgaa gcaaatttct agatatgaga aatataaaaa taattaaaac aaaatccttg 
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* fit 

2701 ccttcaaacg aaatggctcg gccaggcacg gaggctcgtg catgtaatcc tagcactttg 
2761 ggaggcigag atgggaggat cacttgaggc caagagtttg agaccaacct gggtaacaaa 
2821 gtgagacctc cctgtctcta caaaaaaaat caaaaaatta tctgatcctt gtggcacaca 
2881 actgtggtcc cagctacagg ggaggctgag acgcaaggat cacttgagcc cagaagctca 
2941 aggctgcagt gagccaagtt cacaccactg ccatttcctc ctgggcaaca gagtgagacc 
3001 ctatcacccc gaattc 
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Human 5-HT2A- 

MDILCEENTSLSSTTNSLMQLNDDTRLYSNDFNSGEANTSDAFN 

WTVDSENRTNLSCEGCLSPSCLSLLHLQEKNWSALLTAVVIILTIAGNILVIMAVSLE 

KKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYGYRWPLPSKLCAVWIYLDVLFST 
ASIMHLCAISLDRYVAIQNPIHHSRFNSRTKAFLKIIAVWTISVGISMPIPVFGLQDD 
SKVFKEGSCLLADDNFVLIGSFVSFFIPLTIMVITYFLTIKSLQKEATLCVSDLGTRA 
KLASFSFLPQSSLSSEKLFQRSIHREPGSYTGRRTMQS1SNEQKACKVLGIVFFLFVV 

mWCFFFDtnimavickescnedvigallnvfvwigylssavnplvytlfnktyrsafs 

RYIQCQYKENKKPLQLILVNTIPALAYKSSQLQMGQKKNSKQDAKTTDNDCSMVALGK 
QHSEEASKDNSDGVNEKVSCV 
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Human 5-HT 2C 



1 gaattcggga gcgtcctcag atgcaccgat cttcccgata ctgcctttgg agcggctaga 
61 ttgctagcct tggctgctcc attggcctgc cttgcccctt acctgccgat tgcatatgaa 
121 ctcttcttct gtctgtacat cgttgtcgtc ggagtcgtcg cgatcgtcgt ggcgctcgtg 
181 tgatggcctt cgtccgttta gagtagtgta gttagttagg ggccaacgaa gaagaaagaa 
241 gacgcgatta gtgcagagat gctggaggtg gtcagttact aagctagagt aagatagcgg 
301 agcgaaaaga gccaaaccta gccggggggc gcacggtcac ccaaaggagg tcgactcgcc 
361 ggcgcttcct atcgcgccga gctccctcca ttcctctccc tccgccgagg cgcgaggttg 
421 cggcgcgcag cgcagcgcag ctcagcgcac cgactgccgc gggctccgct gggcgattgc 
481 agccgagtcc gtttctcgtc tagctgccgc cgcggcgacc gctgcctggt cttcctcccg 
541 gacgctagtg ggttatcagc taacacccgc gagcatctat aacataggcc aactgacgcc 
601 atccttcaaa aacaactgtc tgggaaaaaa agaataaaaa gtagtgtgag agcagaaaac 
661 gtgattgaaa cacgaccaat ctttcttcag tgccaaaggg tggaaaagaa aggatgatat 
721 gatgaaccta gcctgttaat ttcgtcttct caattttaaa ctttggttgc ttaagactga 
781 ir- f " at n i T1 a »™*aa Qaa atnonnt gcatt caTTn cttqtqC9C^ t99ttqqCCt 
841 attnnmoa caatntnata tttct gt gan cccaataqca qctataqtaa ctqacgUtt 
901 raatanfitcc aatnataaac octt r aaatt rncaaacqqq qtacaaaact qqccaqcact 
961 ttraatngtc atcataataa tczX nar.aat aaotaqcaac atccttqtqa tC9tqqC9qt 
1021 aa ^naaa aa n a^nr. anaatnrrac caattaqttr TT™tqtccc taggcattqp 
1081 t ^tatanta atqanar.tac ttot c *tnrn nctatctctc CtqqC9attP tttatqatta 
■1U1 Tn T ^gnrra ntacctanat atttata ccc cqtCtqqaT T Tctttaqatq tttt9UKC 
1201 aar.aac.aicc atratncacc tct g ^tat atcacTqqaT cqqtatqtaq cgatacqtga 
1261 trrtattoaa catanccott tc a attrnna aactaaqqcc 9tC9tqaaqa nqctattqt 
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1321 ttnnnraatt tctatanntn tatca q n™ tatccctqtO attqqactqa qqqacqaaqa 
•1381 aa *nntQttc at ^ar.™™ nag r ^tnrnt octcaaonac ceaaatTTpq ttCttattqq 
144 1 gtr.r.nc.ata ac tttrttra taccactnac qattatqgtq attagqtatt qoqtqagcat 
1501 rtanattctq cg^nacaaa rtttnatott actqcacqqc cacaccqaqq aaCQqgctqq 
1561 nrt fla ntntQ aatttcctaa aqt g rtnnaa aaaqaaTacq qccqaggaag aqaactQtqP 
1621 ^a^taac c»«narnaaa a c nranacca aanaaaqaaq aa qq aqagap gtCCtaqqqq 
1681 narnatQcaq gntatcaaca a tnaaanaaa aqnttcqaaa qtocttqqqa ttqttttctt 
1741 tntntttctq atnatntoat Qc c natmt cattaccaaT attctqtcTq ttctttgtqa 
1801 gaantr.ctot aarraaaaac t ^atnnaaaa octtctqaat qtqTTTqTTT qgattqqcta . 
1861 Tgttrnttna aa^tr.^r. ctc t nntnta tactcTOTTC aacaagaTTT aQCqgaqqqg 
1921 anntccaac tatttncott oc aanataa gqtagaqaaa aaqcctccTq tcaqqcaqat 
1981 trraaoaatt orrnncacto c tttntctaQ aagggagctt aatqttaaca fflatcqqca 
2041 tannaatoaa crnntnatco aq *** g^aq toacaatqaq cccggtataq aqgtqcaaqt 
2101 t ganaattta aagttarraa taa a ^nntn caQtqtnntt aqcqaaaqqa ttggpagtgt 
2161 gtgagaaaga acagcacagt cttttctacg gtacaagcta catatgtagg aaaattttct 
2221 tctttaattt ttctgttggt cttaactaat gtaaatattg ctgtctgaaa aagtgttttt 
2281 acatatagct ttgcaacctt gtactttaca atcatgccta cattagtgag atttagggtt 
2341 ctatatttac tgtttataat aggtggagac taacttattt tgattgtttg atgaataaaa 
2401 tgtttatttt tgctctccct cccttctttc cttccttttt tcctttcttc cttcctttct 
2461 ctctttcttt tgtgcatatg gcaacgttca tgttcatctc aggtggcatt tgcaggtgac 
2521 cagaatgagg cacatgacag tggttatatt tcaaccacac ctaaattaac aaattcagtg 
2581 gacatttgtt ctgggttaac agtaaatata cactttacat tcttgctctg ctcatctaca 
2641 catataaaca cagtaagata ggttctgctt tctgatacat ctgtcagtga gtcagaggca 
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2701 gaacctagtc ttgttgttca tataggggaa ttc 
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Human 5-HT 2C 



MVNLRNAVHSFLVHLIGLLVWQCDISVSPVAAIVTDIFNTSDGG 
RFKFPDGVQNWPALSIVIIIIMTIGGN1LVIMAVSMEKKLHNATNYFLMSLAIADMLV 

GLLVMPLSLLAILYDYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAIRNPI 

EHSRFNSRTKAIMKIAIVWAISIGVSVPIPVIGLRDEEKVFVNNTTCVLNDPNFVLIG 

SFVAFFIPLTIMVITYCLTIYVLRRQALMLLHGHTEEPPGLSLDFLKCCKRNTAEEEN 

SANPNQDQNARRRKKKERRPRGTMQAINNERKASKVLGIVFFVFLIMWCFFFOTNILS 

VLCEKSCNQKLMEKLLNVFVWIGYVCSGINPLVYTLFNKIYRRAFSNYLRCNYKVEKK 

PPVRQIPRVAATALSGRELNVNIYRHTNEPVIEKASDNEPGIEMQVENLELPVNPSSV 

VSERISSV 
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Rat Cysteine -* Lysine Mutant 



MEILCEDNISLSSIPNSLMQLGDGPRLYHNDFNSRDANTSEASN 

WTIDAENRTNLSCEGYLPPTCLSILHLQEKNWSALLTTVVIILTIAGNILVIMAVSLE 

KKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYGYRWPLPSKLCAIWIYLDVLFST 

ASIMHLCAISLDRYVAIQNPIHHSRFNSRTKAFLKIIAVWTISVGISMPIPVFGLQDD 

SKVFKEGSCLLADDNFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEATLCVSDLSTRA 

KLASFSFLPQSSLSSEKLFQRSIHREPGSYAGRRTMQSISNEQKA^KVLGIVFFLFVV 

MWCPFFITNIMAVICKESCNENVIGALLNVFVWIGYLSSAVNPLVYTLFNKTYRSAFS 

RYIQCQYKENRKPLQLILVNTIPALAYKSSQLQVGQKKNSQEDAEQTVDDCSMVTLGK 

QQSEENCTDNIETVNEKVSCV 
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Rat 5HTJA Cysteine - Lysine Mutant 



1 cccaggctat gaacccctag tctctccaca cttcatctgc tacaacttcc ggcttagaca 
61 ma *attct ttq t gaanar aat a trtrtn taaactcaat tPPa99PTQP Uagtqpggt 
121 tanntoataa cnnnaaactc t *^ataata acTtcaactC caqaqatqOt agpgcttcqq 
181 aanratcoaa rtnnacaatt g atnrtnaaa araoaaooaa crt^ctqt qaaqqqt9CC 
241 tr.r.r.ar.caac atnrrtr.tnc at tmcatc tccannaaaa 999PTqqtPt qpfflattqa 
301 raartntnQt a a ttattntn accattnctq qaaatgtant qqtP9tpgtq qpaqtqKPC 
361 tanaaaaaaa actnranaat QC C ^^art afflCCTnat qtpgcttqoc at9qptq9t9 
421 tnr.tnr.moa tttrrnntn atacc ^ tnt rratottaao patcctgtat gqqtappqqt 
481 nnnntttocc taqraanntn tatq ^ g^tnt naatttacct qqatqtqPtP UttPtgcqq 
541 ratrratcat acnrntrtoc acc ^ rArr.c toaacrncta tqtcqccatc cggagpccpa 
601 ttpamacaa crnrttnaac tc c ^a^na aaaccTtoet qggggtpatt qppqtqtqqg 
661 nratatntot aant"***^ atac ^trn naatcmna actacaqqat qgUpqagqq 
721 trtttaaaoa Qonnaoctac cxq r.nnr.aa ataacaaotT Tqttptcata qqctcmtq 
781 tnnnattttt catrrrncta acc atratao taatcaccta PttPPtqact gtpggqtcac 
841 ttranaaaoa anrranctto t q tg tnantn acctcancap tpqgqcnaaa ptaqpptPPt 
901 tranrttcct ccrtraoaot tct c tntrat caaaaaaqpT Pttccaaoqq tccatccaca 



961 gananr.naaa ctrrtar.nca gg c rnaanna CQatncaqtC pgtcaqpgat qgqcaaaaqq 



1081 trarraatat catnnrrotc atct o raaao aatcctncaa tqgaaatqtc atcqqaqccc 
1141 rnntnaatot gtttotctgo att g gttatn Tctcctnago tqtcggTPPa ptqqtgtata 
1201 nnnottcaa taaaacttat aa n trmmt tctcaagqta cattcaqtqt pgqtapaaqq 
1261 aaaacaoaaa nrrartocaa ttaattttaa taaacaptat apcaqcgttq qpctacagqt 



Start C322K primer — ^ 




End C322K primer 



1021 Q3. 



FIGURE 23 
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132 1 n t » n tr«nrt ccanntnnna caaa ^^ q* vacantia aqatqCtqgq Caqa C aqttfl 
138 1 wrtntxr. cat g gtt^a rtoaaoaaac aacaqtcqqa agagaattgt acaqgcggta 
144 1 maaa nnot Qa ar n? aaa " nttaactata tatqatgaac tggatgctat ggcaattgcc 
1501 cagggcatgt gaacaaggtt atacccatgt gtgtggggcg gggataagga ggctgcaaca 
1561 aattag 



FIGURE 23 - CONTINUED 



WO 98/38217 £ 5 ^ Q PCT/US98/03991 

Rat 5HT2A Cysteine -* Lysine Mutant with Restriction Site 
1 cccaggctat gaacccctag tctctccaca cttcatctgc tacaacttcc ggcttagaca. 
61 t gnaaattct ttotgaaaac aatatctct c tnaontcaat tccaaaCtCO ttaatqQ99t 
121 tanatoatao nnnaaaactc tarrataato actTcaactC caqaqgtqCt 9aC9Cttcqg 
181 aaacatcoaa ctoaacaatt natactaaa a aranaaccaa cctctcctqt qaaqqqt9CC 
241 tr.c.caccaac atacctctcr. artnttcat c trraogaaaa aaactqqtCt qctttattqa 
301 naactotCQt oattattctc amattQCto g aaatatact oatcatcatq qcgqtqtCCC 
361 taoaaaaaaa actacaoaat onraccaa ^t atttnctgat Qtcacttgcc ataqqtqata 
421 tnntactoaa tttccttatc atanctatgt r^atattaac catCCtqtat qqqtaccqqt 
481 aar.cAttacc taocaagctc Tntacaatct noatttacct qqaTqtqCtg tfflPtggqq 
541 ratccatcat nr.ar.rAcAac nnoatctcc c tnnaccacta tqtPqppatO qaqggpPpcg 
601 ttnaccacaa ccacttcaan tonaoaaq ra aaaccttoct qaaaatcgtt qqpqtqtqqg 
661 ccatatctQt aontatatcc a tnnnaatcc cantrtttng actacaqqat qattcqgaqq 
721 trtttaaoaa naagaactqc ctacttgcp q atnanaactt tnttctcata qqptPttttq 
781 toacattttt catrnnccta annatcato q tnatcaccta cttcctqact atqaggtpgp 
841 ttcaaaaaaa aaccacctto tatataaot g anctcaacac tpgagpggag gtagpPtppt 
901 tcagcttcct mntnagaot tctctgtcat r anaaaagqt cttccaacgq tccatccaca 



Start C322K primer- 

961 gagagccagn ntrctacgca QQccoaa n na cgatgcaqtc patgaqqaat<qaqqaaggqq 



1021 ca®®qaa®at Eictaggcatn otottptt c n tQtttgttat aatgtqqtgc ppgttPttpa 



■End C322K primer 



> L__1_ Mutations to create Seal site 
1081 tcaccaatat catogecqto atntocaaa g aatcctacaa tqaaaatqtc atcqqaqepe 

1141 tgctcaatgt ntttatctgg a ttaattatc trAr.cAcaac tqtcaatcca ptqqtatata 

1201 cattottcaa taaaacttat aootccocc t trtcaaggta cattcaqtqt pgqtagagqq 

1261 aaaacaqaaa oocactqcaa ttaattttaa tgaacap tat accagcattq qcctacaaqt 



FIGURE 24 
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1321 ^tantranct cc.aaataaaa ranaaaaaoa actcacaqqa aqatqctqgq Caqgcgqttq 
T381 ^ n »r.tnntr. catoottaca c tnnaaaaac aacantcqqg aqaqggttqt gcgqgggatg 
14 41 t^aaancot oaataaaaaa ottaactatq tq tgatgaac tggatgctat ggcaattgcc 
1501 cagggcatgt gaacaaggtt atacccatgt gtgtggggcg gggataagga ggctgcaaca 
1561 aattag 



FIGURE 24 - CONTINUED 



WO 98/38217 




Rat 5-HTza Cysteine -* Arginine Mutant 



MEILCEDN1SLSSIPNSLMQLGDGPRLYHNDFNSRDANTSEASN 

WTIDAENRTNLSCEGYLPPTCLSILHLQEKNWSALLTTVVIILTIAGNILVIMAVSLE 

KKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYGYRWPLPSKLCAIWIYLDVLFST 

ASIMHLCAISLDRYVAIQNPIHHSRFNSRTKAFLKIIAVWTISVGISMPIPVFGLQDD 

SKVFKEGSCLLADDNFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEATLCVSDLSTRA 

KLASFSFLPQSSLSSEKLFQRSIHREPGSYAGRRTMQSISNEQKAiKVLGIVFFLFVV 

MWCPFFITN1MAVICKESCNENVIGALLNVFVWIGYLSSAVNPLVYTLFNKTYRSAFS 

RYIQCQYKENRKPLQLILVNTIPALAYKSSQLQVGQKKNSQEDAEQTVDDCSMVTLGK 

QQSEENCTDNIETVNEKVSCV 
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Rat 5HT 2A -Cysteine -• Arginine Mutant 



1 cccaggctat gaacccctag tctctccaca cttcatctgc tacaacttcc ggcttagaca 
61 tnnaaattct ttataaaoac a a tatntntn taanctcaat tccaaacTco ttaatgcggt 
121 tanntoatao crrnaooctc ta ^rataatn acttcaactC cgqggatqpt ggcgpttcqq 
181 aaanatcaaa ntnaanaatt gatactoaaa ananaaccaa CCtCtCCtqt qgaqqqtacc 
241 ir.r.caccaac atnnctctcc attcttcatc t q p agaaaaa aaactqqtCt qctttattqa 
301 raartntcot gattattntc ac c attnnto oaaatatact gqtcatoatq qcgqtqtCCC 
361 tanaaaaaaa ortnraoaat a c rarraact atttcrctqaT qtcacttqcc gtaqctqata 
421 ^tdctaaa tttmttatc atnnrtotat cc atnttaac catcctqTat qqqt9Ccqqt 
481 nnrntttacc taanaaoctc t ntncoatct anatttaCCt qqatqtqctP tfflpljgcqq 
541 ratccatcat or.ancAcAac a r .r.atcAc.cc tanarxgcta tqtfinnoptC cgq99PggP9 
601 nrarnacaa rrnnttcaac t rranaanca aaoccttcct gaaagtpgtt gppgtgtgqa 
661 rratatntot aoatatatcc at n maatcc caotcmnq actacaqqat qgttpqaaqq 
721 tntttaaaaa nnnnaoctac rtnnttocca ataacaacU tnttQtC9t9 qqctcttttq 
781 tnncattttt c&r.r.c.ccAa acratcatoa taatcaccta ctt^ntq acT gtpagqtggp 
841 ttranaaaoa aarcacctto t ntntaaota aoctoaqcac tcqaqpcgag ptgqqctcqt 
901 tnaocttcct nrintnaaaat tntctotcat raaaaaaact cttccaacqq tccatccacg 



1021 ryfl^a qnt octaoocatc ntottcttccft ntttnttat aatnTontqc CPattcttPa 
1081 tranraatat catooccatc atntonaaaa a atcctq c aa tqaaa gtqtc gtcqqaqccc 
1 141 t gntcaatot ntttatctaa attaattatc t c tcctcaac tatcaatcca ptqqtatgta 
1201 rnttnttcaa taaaacttat aggtccacct t c tnaaaota cattcaqtqt caqtacaaqq 
1261 aaaacaoaaa accactocan ttaattttaa toaaractat accaqcattq qpqtapaaqt 



961 naoaaccaaa ntcctacaca nnmnaaao a cnatq c agtc cat caqpgat gaftcaaaaqg 



Start C322R primer 




FIGURE 26 
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1321 rtantraoct ccanntooaa c« g*aaaaaa acTcacaqqa aqaTqCtqaq qaqacaqttg 
1381 atn ^ tnf:tc nataottaca ft tnooaaaac aacaqtcqqa aqaqaattqt gpaqaqaata 
1441 ttnaaaccot oaataaaaao m taactato tatqatqaac tggatgctat ggcaattgcc 
1501 cagggcatgt gaacaaggtt atacccatgt gtgtggggcg gggataagga ggctgcaaca 
1561 aattag 



FIGURE 26 - CONTINUED 



• V^/O? PCT/US98/03991 

Rat BHT^ Cysteine - Arginine Mutant with Restriction Site 
1 cccaggctat gaacccctag tctctccaca cttcatctgc tacaacttcc ggcttagaca 
61 tnnaaattct ttgT" aaaac aat^ T ^" tnaocTcaat tpgaaapTco Ttaatqcaal ; 
121 T^g ntnatno c^r.nanoctc xa ^taatn acttcaacTC PaqgqatqOt WQQQXXQM 
181 aar ^atcaaa ctnnaoaatt o a tq^oaaa acanaaccaa PPt^ctqt qagqqqtgpg 
241 tr.rrarnaac a^gr.r.trAc.c at t ^ttratr tncaanaaaa aaggtqqtQt qCtttgttqg 
301 nanrtntcat oattattrtn accatt antn qaaatg tgct qqtnatcatq qpgqtqtPPP 
361 T anaaaaaaa octnranaat acc annaact attt PPtqat qtcacttqcr; ataqptqgta 
421 t nr.tnrAaaa tt t nrttnrn atanf Tn ^t rratattaan catPPtqTat qqqtappqqt 
481 gnr.r.tttacc tancaaactc tg tnrnatct ggamacct qqgtqtqPtP ttttctacqq 
541 rat^atcat gcarrTntoc ac c ^r.c.r. taaancncta tqtcqcratc paqaappppg 
601 Hr.ar.r.ac.aa cnnnncaac tcc ^ g^^nna aaqpcttCGt qaaagtcatt qppqtqtqqa , 
661 matatntgt agotatatrr atoc p aatrr raatctttnn actapgqqgT qatKqaaqq 
721 trmaaoaa agnnaactac ct r r^ttnr.cQ ataanaacTt tqttPtcata qqptPttttq 
781 tr jnnatmt catrrrr.Rta acc a tratnn tQatcaceta cttcctqact atcgaqtpgp 
841 tt™naaaaa anrrarnttg tat otnaota acctcaocac tcqaqccaaa ptaqpptGPt 
901 Tnannttcct ppntnagaat tc t r.tntrat caaaaaaqpt cttccaacqq tccatccaca 



Start C322R primer- 

961 nanaoccaaa ptrrtacoca Qa c ^^nga coatacaatc patggqcaat qalqcaaaaqq 

.—End C322R primer 

1021 oggq^n qt grtnnoratc QT gttr.ttrr^tatttOTTOT aatqtqqtqp PpgttPttCg 
1081 trannaatat patnnnrotc atp t nraaao aatccTncaa tqaaggTqtP atpqqaqppp 
1 1A1 Tn r.Traatnt otttQtetnn attoottat c TPt PP tPaqP Tq tPaatPPa Ptqqtatgta 
1201 rnttnttnaa taaaanttat aa g trrnnct tptcaaaata pattoagtqt paqtapgaqg 
1261 aaaacaaaaa nr.r.ac.tacaa t taatmao taaaoactat aPpaqcattq qPPjapaaqt 
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1-321 r^ gtraact cr.aaataaaa c ^ naaaaaoa actcacaqqa aqatqotqaq caqacaqttq 
1381 «t gartoctc natoattaca c t gnnnaaac aacaqtcqqg aqaqaattqt acaqacagta 
1441 ttnaaaccqt gaatnaaaao at taoctotq tqtaatgaac tggatgctat ggcaattgcc 
1501 cagggcatgt gaacaaggtt atacccatgt gtgtggggcg gggataagga ggctgcaaca 
1561 aattag 



FIGURE 27 - CONTINUED 
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Rat 5-HT 2A Cysteine — Glutamic Acid Mutant 



MEILCEDNISLSSIPNSLMQLGDGPRLYHNDFNSRDANTSEASN 

WTIDAENRTNLSCEGYLPPTCLSILHLQEKNWSALLTTVVIILTIAGNILVIMAVSLE 

KKLQNATNYFLMSLAIADMLLGFLVMPVSMLTILYGYRWPLPSKLCAIWIYLDVLFST 

ASIMHLCAISLDRYVAIQNPIHHSRFNSRTKAFLKIIAVWTISVGISMPIPVFGLQDD 

SKVFKEGSCLLADDNFVLIGSFVAFFIPLTIMVITYFLTIKSLQKEATLCVSDLSTRA 

klasfsflpqsslsseklfqrsihrepgsyagrrtmqsisneqkaEkvlgivfflfvv 

mwcpffitnimavickescnenvigallnvfvwigylssavnplvytlfnktyrsafs 

ryiqcqykenrkplqlilvntipalaykssqlqvgqkknsqedaeqtvddcsmvtlgk 

qqseenctdnietvnekvscv 



FIGURE 28 
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Rat 5HT2A Cysteine -* Glutamic Acid Mutant 
1 cccaggctat gaacccctag tctctccaca cttcatctgc tacaacttcc ggcttagaca 
61 tnnaaattct ttntaaaoac a a tatctctc tqaqctcaat tccaaactCC tt99tqgg9t 
121 tanntaataa nnraaaactc tarrataata acttcaactC caqaqgtqct aaqacttcqq 
181 aaacatcaaa rtnnacaat t fiatactaaaa araaaaccaa CCtCtCCtqt qgaqqqtacg 
241 trncaccaac atacctctc c attrttcatc trraaoaaaa aaactqqtCt qctttgttqg 
301 naantotcot gattattctc ac r attonta aaaatatact qqtcatcatq qcgqtqtccc 
361 tanaaaaaaa nntacaaaat q nrancaact aTttcctqat qtcactTqgC gtaqctqatg 
421 tnrAacAaaa tttccttatc at o rrtotat ccaTnttaac catCCtqt9t qqqtaccqqx 
481 anr.ctnacc taocaaactc Tgtncoatct anaTttaCCt qqatq tqctc ttttCtagqq 
541 ratnnatoat onacctctac o rnatctccc taqaccqcta tqTCqccgtg caqggccccg 
601 ttrannacao cnocttcaan tnnaaaac n a aanncttcct qaaaatcatt qccqtqtqqg 
661 nnatatctat anntatatcc atnncaatcc c antntttoa actacaqqat qattcqaaqq 
721 trmtaaaaa oaaQaactQC n tncttQcea ataacaactt tqttctcgta qqctcwtq 
781 tnncattttt catcccccta annatcataa t gatrannta cttcctgact atcgaqtcac 
841 ttnaoaaaaa aaccacctto rnTataaat q arrtcaacac tcqaqccaaa ctaqcctpct 

901 tcaocttcct r.r.rAcaaaat tntctatca T ranaaaaact Cttccaacqq tccatccgca 

Start C322E primer . 

961 naaaQccaao rtcctacaca gnccaaaa q a rnatQcaQtc catcagcaat qalqcaaaaqq 

r— End C322E primer 

1021 r.ggflgaa nnt octaQQcatn Qtottcttcc l trmtottot aatqtgqtqc ccattcttca 



1081 tnaccaatat natooccatc atctacaaaq aatnctacaa tqaaaatqtc atcqqaqccc 
11 4.1 ^grtraatot atttatntaa attaq ttatc tcAfiCAcaac totcaatcca ctqqtatatg 
1201 rottottcaa taaaacttat a nntccocct tcTcaaqqta cattcaqtqt caqtgcaaqq 
1261 aaaacaoaaa oncactqcan ttaatttta o taaacactat accaqcattq qcctgcagqt 



FIGURE 29 



• uC/r"? PCT/US98/03991 

132 1 rtantnaoct ccanntnona caa ? ^^"« antcacanqa aqatqctqaq caqacaqttq 
T381 ^nartnctc ca t gnttana cXaa W™ aanaOTmoa aqaqaaTtqT a<?aqagaata 
1441 n™*^.nnt ga ^g****" nttaoctatq tqtqatgaac tggatgctat ggcaattgcc 
1501 cagggcatgt gaacaaggtt atacccatgt gtgtggggcg gggataagga ggctgcaaca 
1561 aattag 



FIGURE 29 - CONTINUED 



V>/r5? PCT/US98/03991 
WO 98/38217 ~ « 

Rat 5HT2A Cysteine - Glutamic Acid Mutant with Restriction Site 

1 cccaggctat gaacccctag tctctccaca cttcatctgc tacaacttcc ggcttagaca 

61 tq"»«attct ttqtqaanan aat a Kt^ tnaactcaat tccaggctcc 

12 1 Ta 9 ntnatao c^nannntc ta c ^taatc acttcaactC cgqaqatqct ggcgcttcqg 

18 1 aanratcoaa ctnnanaatt oat n rtnaaa acaaaaccaa cctCtcctqt qaaqqqtacc 

241 trrrarcoac atnr.r.tr.trn at t mratr. tccannaaaa aggctqgtcrt gctttgttqg 

301 raantntnot aattattr.tn accatt ncto qaaate tgcT qgtcatcatg gpgqtqtccc 

361 1*™™™™ oc tr ^anaat accaccaaot atttCCtgat gtcaQttqcc ataqctqata 

421 mr.mrAaaa ttt ^ ttntn atocctoTOT ccatqttg9C rnXr.r^X qqqtgcgqqt 

481 gnnrtttacc ta g raanntn tot gr.natnt oaatttacot qqgtqtqQTO mtCtacqq 

541 ratrratrat ac?r.rAr.tac acc » V*r.r.r. tooaccqcta tqtCqccatO cgqggccccg 

601 rtr-ar.ranaa ccnr.ttnaac tcc * q*flnr.a aaacc.ttcct qaaaatcatt qcgqtqtqqa 

661 rratatctot aaq tatatrn atcccaatcc caqtctttnn actaqagggt gaftcgaggg 

721 rrtttaaooa QonnaQCtac cX g r.nar.c.a ataacaactt tqttctcata qqctcffltq 

781 Tqnrattttt catr.r.r.ccta a c ratnatoa tqatcaccta cttnrttgact gtcgggtcac 

841 ttr.anaaaoa anr.nacctto t gtntnaato acnTcaqcaC tcqaqccaaa CtagcctCCt 

901 tranrmcct ccntnanant tct c TQtrat raoaaaaqct cttccaacqq tccatccaca 

4 s *~~^ Start C322E primer 1 

961 ganannr.aao ctr.rtacaca gg rr gaanaa cqatncaqtc qatcaqcaat qgjqcaaaaqq 

1— End C322E primer 

021 ^gro^g gt ^ r-tnnnnatc ot nttfittcd TqtttqT tqt aatqtqqtqc ccgttcttcg 



1 

"t— Mutation to create Rsal site 
1081 tr.arnaatat catonrnatc atctq caaaq agtcc tqoa* tqaaaatqtc atcgqaqccc 

11A1 tgn t raatnt ntttatctq g attoottatc tctcotcaqc tqtcaatcca ctqqtatgta 

1201 r.nttottcaa taaaanttat aa ntr.r.ar.ct tctcaaqqta cattcaqTqt caqtacaaqq 

1261 aaaar.aaaaa grrar.tacao t t aatmao Toaaoactat accaqcaTtq qcctacaaqt 
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1321 rtantraact ccanntnnna ca q aaaaaaa actcacaqqa aqgtqotqaq cgqacaqttq 
1381 ^aarAactc catnnttaca c tnnnoaaac aacagtcqqg gqgqafmqt apaqagaatg 
1441 ttnaaancot gaatnaaaaa qt taoctata tatqatgaac tggatgctat ggcaattgcc 
1501 cagggcatgt gaacaaggtt atacccatgt gtgtggggcg gggataagga ggctgcaaca 
1561 aattag 



FIGURE 30 - CONTINUED 



• Ll&/^.4i PCT/US98/03991 
''/St 

Rat 5-HT 2C Serine -» Lysine Mutant 
MVNLGNAVRSLLMHLIGLLVWQFDISISPVAAIVTDTFNSSDGG 

RLFQFPDGVQNWPALSIVVIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADML 

VGLLVMPLSLLAILYDYVWPLPRYLCPVWISLDVLFSTASIMHLCAISLDRYVAIRNP 

IEHSRFNSRTKAIMKIAIVWAISIGVSVPIPVIGLRDESKVFVNNTTCVLNDPNFVLI 

GSFVAFFIPLTIMVITYFLTIYVLRRQTLMLLRGHTEEELANMSLNFLNCCCKKNGGE 

EENAPNPNPDQKPRRKKKEKRPRGTMQAINNEKKAiKVLGIVFFVFLIMWCPFFITNl 

LSVLCGKACNQKLMEKLLNVFVWIGYVCSGINPLVYTLFNKIYRRAFSKYLRCDYKPD 

KKPPVRQIPRVAATALSGRELNVNIYRHTNERVARKANDPEPGIEMQVENLELPVNPS 

NVVSERISSV 



FIGURE 31 



• PCT/US98/03991 

Rat 5HT 2C Serine - Lysine Mutant 
ORIGIN 23 bp upstream of Hindlll site. 

1 ggcgctctgg tgctcactga ggaagcttcc ttaggtgtac cgatcttaat gattgagccc 
61 ttggagcagc aagattgtta atcttggttg ctcctttggc ctgtctatcc cttaccttcc 
121 tattacatat gaacttttct tcgttctgca catcgattgt cgtcggcgtc gtggagatcg 
181 tcgtggtgct ccggtggtgg tcttcgtccg cttagaatag tgtagttagt taggggcctt 
241 caaagaagaa agaagaagcg attggcgcgg agagatgctg gaggtgtcag tttctatgct 
301 agagtagggt agtgaaacaa tccccagcca aacctttccg gggggcgcag gttgcccaca 
361 ggaggtcgac ttgccggcgc tgtccttcgc gccgagctcc ctccatcctt ctttccgtct 
421 gctgagacgc aaggttgcgg cgcgcacgct gagcagcgca ctgactgccg cgggctccgc 
481 tgggcgattg cagccgagtc cgtttctcgt ctagctgccg ccgcggcgac ctgcctggtc 
541 ttcctcccgg acgctagcgg gttgtcaact attacctgca agcataggcc aacgaacacc 
601 ttctttccaa attaattgga atgaaacaat tctgttaact tcctaattct cagtttgaaa 
661 ctctggttgc ttaagcctga agcaatc atg nt g aaccTTg gpaapgcggt gpggtcgptP 
721 r ^ncacc. t a a rn"^t attaomnn caancgata ntrnaTaag tcpagtagpa 
781 nrtatantaa ctQ*™r.m taattcc t^ natnntaaar grttntttca attcpcggac 
841 g gnnt^naaa act g g^nr amttcaatc gtcgtgana taatrat g ac aatagggggp 
901 a *™ttmn ttat^atnnn aotaa nratg gagaag aaac tqcacaatgc aaccaattap 
961 ttmaatnt ccct^nrrat toctaa taTg ctggtggg ar Tacttgtcat gcccctgtcp 
1021 r T grttnrta nctttatna ttatatc tna ccmtacP ta gatatttgtg ppppgtctgg 
1081 *tttrartao atg t nrtatt ttraactncn tccatpatgc acxtcTqoq<? <?atatcgptg 
1141 gar^Qotata tag^tanc. taat c ^att naocatancc nnttcagttc gpggactaag 
1201 grratratna aqattnrnat cont angos atat paata g gagtncaqt tCQtatCPCt 
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1261 gtnattnnac tnannoacoa a a nraaanta ttontnaatg gpgppgpqtq pqtqPtPggt 
1321 garrr^aact trattntcat c n notccttc atnncaTTCt tPatcppqtt qacqgttgtfl 
1381 gtnatranct ar.ttrttaac oa tntanotc ctacnocqtc gagctPtqat gttgpttpqa . 
1441 gntranacca anaaaaaact o nrtaatato aocctoaact ttPTqaaoTg ptqctgcaaq 
1501 aaaaataato ntoaaaaaaa n aar.acAcca aaccctaatc paqatpgqag aqpgpqtpqa 



1561 aanaaoaaao aaaaocatcc raaaaacacc atqcaaqpta t<?ggggg\?qg ggaqgggqpt 



1621 flHBi gaaaQtcc nnnrattht a ttntttoto tttctciaTca tqtqqtqpPP qttUtpatp 
1681 arraatatcc tntnoottct tt o toooaaa acctqtagcc ggaaqctaat qqaqggqptt 
1741 rtraatotot ttntotaaat tg nrtatntn tottcaaaca tcaatcctOt qqtqtgpgpt 
1801 rtntttaata aaatttacco aa o nnrtttn tctaaatatt tqcgctgogg ttataggppg 
1861 garaaaaaqc rtrctattca anaaattcct annottgctq pcaptgcffl gtPtqqqaqq 
1921 ganntnaato rtaacattta tnaocatacc a atnaacota tQQCtgqqag agctaatggc 
1981 r.r.taaacctn nnataaaoat acaaat n oaa aacttaqaqp tqpcaqtpgg pppc^ptga^ 
2041 mnntcaaca a g annattao taotota taa gcgaagagca gcgcagactt cctacaggaa 
2101 agttcctgta ggaaagtcct ccccaccccc cgtgattttc ctgtgaatca taactaatgt 
2161 aaatattgct gtgtgacaag acagtgtttt tataaatagc tttgcaaccc tgtactttac 
2221 atcatgcgtt aatagtgaga ttcggg 




End S312K primer 
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Rat 5HT 2C Serine - Lysine Mutant with Restriction Site 
ORIGIN 23 bp upstream of Hindlll site. 

1 ggcgctctgg tgctcactga ggaagcttcc ttaggtgtac cgatcttaat gattgagccc 
61 ttggagcagc aagattgtta atcttggttg ctcctttggc ctgtctatcc cttaccttcc 
121 tattacatat gaacttttct tcgttctgca catcgattgt cgtcggcgtc gtggagatcg 
181 tcgtggtgct ccggtggtgg tcttcgtccg cttagaatag tgtagttagt taggggcctt 
241 caaagaagaa agaagaagcg attggcgcgg agagatgctg gaggtgtcag tttctatgct 
301 agagtagggt agtgaaacaa tccccagcca aacctttccg gggggcgcag gttgcccaca 
361 ggaggtcgac ttgccggcgc tgtccttcgc gccgagctcc ctccatcctt ctttccgtct 
421 gctgagacgc aaggttgcgg cgcgcacgct gagcagcgca ctgactgccg cgggctccgc 
481 tgggcgattg cagccgagtc cgtttctcgt ctagctgccg ccgcggcgac ctgcctggtc 
541 ttcctcccgg acgctagcgg gttgtcaact attacctgca agcataggcc aacgaacacc 
601 ttctttccaa attaattgga atgaaacaat tctgttaact tcctaattct cagtttgaaa 
661 ctctggttgc ttaagcctga agcaatc at g gtqaaccttg gpaacgoggt gcgctcgctc 
721 pTnaTQcacc ta*tmnnct att gntttnn naattnnata mccataag tccagtagpa 
781 nntataotaa ctnaraottt ta a ttmtnn oatonTggac gcttqtttca attcccggac 
841 qnnntaraaa actnnr^nn actt ^ ^tr ntrntoana taatcatgac aatagggqgc 
901 aar.artc.na ttatratnnn aota ^ g^tn naoaariaaac tgcacaatgc aacgaattac 
961 rtnttaatot ccrtanrnat to c tnatato ctoatnnqac tacttgtcat gcccctgtCC 
1021 r.tnrttoota ttrtttataa ttat g tntoq cctttaccta gatatttgtg ccccgtctgg 
1081 atttcactao atntnntatt nc ^ r.rar.a tccatcatqc acctcTgcgc catatcgctg 
1141 gacnaatatQ tannaataco ta a trrtatt aaacatagcc gqttcaattc qcggaptaag 
1201 nrratrataa anattaccat c g tttonaca atatcaatag gagTttcagt tQCtatqcct 
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1261 gt g attnnac Toaaonacaa aaocaaaat q ttrP tnaaTa acaccacqtq cqtqctcaat 
1321 g? r ^rraact tcottctcat rnoatcctt c ntoacattct toatCCCqtT qacqaUatq 
1381 gtnatcacct acttcttaac oatctacat n rtacaccato aaactctqat qttaCttQqa 
1441 nntnacacco agoaaoaa o t nnntaatatn aacctaaact ttctqaactq (rtqctqcaaq 

1501 aaoaatoota ntaaaaaaa a oaacactcco aaccctaatq caqatcaqaa accacqtQqa 

Start S312K primer t, 

1561 aaoaaoaaao aaaaocatcc caaaaac a nn atocaaacta tcaacaa^qa aaaqaaaqCt 

r — End S312K primer 

1621 @§i(5laaaatglc ttoocatjat attntttata tttrtnatna taTnotoccc qtttttcatc 

't— Mutation to create Seal site 
1681 annaatatcc tatcoottct t tntaoaaaa grntataacc aaaagctaat qqaqaaqptt 

1741 rtnaatoTot ttototaoat tg gntatota tatToaqqca tcaatoctct ggtqtaqgct 

1801 ntrtttaata aaatnacco aaaoacttt c tctaaatatt tqcqctqcqa ttataaqqca 

1861 nanaaaaaac etnetottco aftaaattc c t aooottQCtq ccactqcTTT qtctqqqaqq 

1921 naactcaato ttaacattta Tnaocatac c aatoaacatn Tqqctaqqaa aqqtaatqgq 

1981 rntoaoccta acataaaaat nnaQatoa a a aacttaaaac tgccaqtQag pqcctctaat 

2041 ntnntcaoca aaaaaattaa taotata taa gegaagagea gegcagaett cctacaggaa 

2101 agttcctgta ggaaagtcct ccccaccccc cgtgattttc ctgtgaatca taactaatgt 

2161 aaatattget gtgtgacaag acagtgtttt tataaatagc tttgcaaccc tgtactttac 

2221 ateatgegtt aatagtgaga ttcggg 
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Rat 5-HT 2C Serine - Phenylalanine Mutant 



MVNLGNAVRSLLMHLIGLLVWQFDISISPVAAIVTDTFNSSDGG 
RLFQFPDGVQNWPALSIVVIIIMTIGGNILVIMAVSMEKKLHNATNYFLMSLAIADML 

VGLLVMPLSLLAILYDYVWPLPRYLCPVW1SLDVLFSTASIMHLCAISLDRYVAIRNP 

IEHSRFNSRTKAIMKIAIVWAISIGVSVPIPVIGLRDESKVFVNNTTCVLNDPNFVLI 

GSFVAFFIPLTIMVITYFLTIYVLRRQTLMLLRGHTEEELANMSLNFLNCCCKKNGGE 

EENAPNPNPDQKPRRKKKEKRPRGTMQAINNEKKAFKVLGIVFFVFLIMWCPFFITNI 

LSVLCGKACNQKLMEKLLNVFVWIGYVCSGINPLVYTLFNKIYRRAFSKYLRCDYKPD 

KKPPVRQIPRVAATALSGRELNVNIYRHTNERVARKANDPEPGIEMQVENLELPVNPS 

NVVSERISSV 
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Rat 5HT 2C Serine - Phenylalanine Mutant 



ORIGIN 23 bp upstream of Hindlll site. 

1 ggcgctctgg tgctcactga ggaagcttcc ttaggtgtac cgatcttaat gattgagccc 
61 ttggagcagc aagattgtta atcttggttg ctcctttggc ctgtctatcc cttaccttcc 
121 tattacatat gaacttttct tcgttctgca catcgattgt cgtcggcgtc gtggagatcg 
181 tcgtggtgct ccggtggtgg tcttcgtccg cttagaatag tgtagttagt taggggcctt 
241 caaagaagaa agaagaagcg attggcgcgg agagatgctg gaggtgtcag tttctatgct 
301 agagtagggt agtgaaacaa tccccagcca aacctttccg gggggcgcag gttgcccaca 
361 ggaggtcgac ttgccggcgc tgtccttcgc gccgagctcc ctccatcctt ctttccgtct 
421 gctgagacgc aaggttgcgg cgcgcacgct gagcagcgca ctgactgccg cgggctccgc 
481 tgggcgattg cagccgagtc cgtttctcgt ctagctgccg ccgcggcgac ctgcctggtc 
541 ttcctcccgg acgctagcgg gttgtcaact attacctgca agcataggcc aacgaacacc 
601 ttctttccaa attaattgga atgaaacaat tctgttaact tcctaattct cagtttgaaa 
661 ctctggttgc ttaagcctga agcaatp atg ntqaaccttg qcaanqcggt qcqctcqctg 
721 rtnatncacc taatraacct att nnmga caattoqata tttccataaq tccaqtaqca 
781 Qrtataotaa ctnananttt taa ttrntrc □atantqqac qcttqTtTca gUQQpqqac 
841 nnnotacaaa BWnr.r.aar. a c tttnaatc otcatnatta taatpatqap aataqqqqqc 
901 aarattntta ttPtratoac aat a anratn aaaaanaaac tgcacaatqc aappaattap 
961 ttrttaatat ccrtaoncat tg ntnatata ctantagoap taPTtqtcat qcccptqtCP 
1021 rtnnttacta ttrtttatna ttat ntrtna cctttaccta qatatttqtq CCCCqtCtqq 
1081 amcactaa atntnrtatt ttc a antnno tccaTcatgc acctcTgcqc patatpqptq 
1141 nannoQTatd Tanraataca t aatnntatt oagcataqpp gqTTcaattc gpggactagg 
1201 nnratnataa anattnnoat c n tttaaQca atatcaataq gaqtttcaqt tQCTatPPPt ; 
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1261 r jtnattaaac tnannnanaa a anraaaato ttcntnaata aC90™cqtq gqtqCtC99t 

1321 g arv^raant tcattntcat c o natccttc atoncattCT tC9t^qtt q9Qq9tt9tq 

1381 gtnatnacct arttrttaac a a rntaratc ctacnocqtO gaacTCTqat qtt9gtt<?q9 

1441 g gtraracca annanoaact o nrTaatata ancctqaact ttCTqaaQTq Qtqptqc99q 

1501 aanaatoota ptnanaaaaa q a arnrtpra aaccctaatc caqatcaqaa acgacqtcqa 

Start S312F primer 1 

1561 aaoaaaaaao ^annotcc c anaoQcacc aTqcaaqCta tcaacaalgqa aaaqgaaqct 

I End S312F primer 

1621 ftteaaaotcc ttnnratfct at t ntttota tttctaatca tqtqqtqQCC qtttttC9tg 

1681 annaatatcc tntnoattct ttq t gnnaaa acctataacc aaaaqptaat qqgqgaqctt 
1741 rtraatotat ttmotnoat ta gntatota tottcaaqca tcaatcctct qqtqt9Caqt 
1801 rtrmaata aaamacca aa g nnntttc tctaaatatt tqcqcTqoqa Ttat99qPQ9 
1861 nanaaaaaoc rtr^tattca araaattcct a nn q ttqctq c cactqcUt qtqtqqqgqq 
1921 ganrtcaato ttaanattta t n qnnatacc aataaacqtq Tqqc;T9qq99 9qgt99tq9C 
1981 nntoaaccta nrataaaoat granntaaaa aacttaqaqc tqcgaqtgag QCCCtQtgat 
2041 ntnntnaaca anannattaa taatatat aa gcgaagagca gcgcagactt cctacaggaa 
2101 agttcctgta ggaaagtcct ccccaccccc cgtgattttc ctgtgaatca taactaatgt 
2161 aaatattgct gtgtgacaag acagtgtttt tataaatagc tttgcaaccc tgtactttac 
2221 atcatgcgtt aatagtgaga ttcggg 
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Rat 5HT 2C 312Serine — Phenylalanine Mutant with Restriction Site 
ORIGIN 23 bp upstream of Hindlil site. 

1 ggcgctctgg tgctcactga ggaagcttcc ttaggtgtac cgatcttaat gattgagccc 
61 ttggagcagc aagattgtta atcttggttg ctcctttggc ctgtctatcc cttaccttcc 
121 tattacatat gaacttttct tcgttctgca catcgattgt cgtcggcgtc gtggagatcg 
181 tcgtggtgct ccggtggtgg tcttcgtccg cttagaatag tgtagttagt taggggcctt 
241 caaagaagaa agaagaagcg attggcgcgg agagatgctg gaggtgtcag tttctatgct 
301 agagtagggt agtgaaacaa tccccagcca aacctttccg gggggcgcag gttgcccaca 
361 ggaggtcgac ttgccggcgc tgtccttcgc gccgagctcc ctccatcctt ctttccgtct 
421 gctgagacgc aaggttgcgg cgcgcacgct gagcagcgca ctgactgccg cgggctccgc 
481 tgggcgattg cagccgagtc cgtttctcgt ctagctgccg ccgcggcgac ctgcctggtc 
541 ttcctcccgg acgctagcgg gttgtcaact attacctgca agcataggcc aacgaacacc 
601 ttctttccaa attaattgga atgaaacaat tctgttaact tcctaattct cagtttgaaa 
661 ctctggttgc ttaagcctga agqaatp ato gtgaacqttg gcaacgpqqt gpgptpgptP 
721 rtnatnnacc taatnnocct att g gtttnn raattcaata tttccataaq tPpaqtaqqa 
781 nrtatantaa ctnacanttt taa t trrtrn oatoatnnao gpttgtttpa attppqggaq 
841 nnnntacaaa artnnrnaoc a c tttraatc QtcQtnatTa taatpatgaP aataggqqqc 
901 aanattctta ttatnatoac a gtaanrato aanaagaaac tgcacaatgp aaqcaattac 
961 ttrttaatot ccnranncat tontoatata ct anTgqqac tac tTqtcat qqppPtqtPP 
1021 rt grttonta ttctttatna ttatot rt gn nrtttaccta nataTTtqtq PPpcqtPtqq 
1081 atttcactaa atntoctatt ttc a artnrn tccaTcatqp aPPtptqcqp patatpqptq 
1141 narnnntatq tanraataca t a atrntatt QaacaTaqcp qqttcagttp qcqqaPtaaq 
1201 gnnatcataa anattoccat c n tttoanca atatcaataq qaqtttpaqt TPPtatccct 
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12 61 ntnattnnac tq ^q g^na aa o raaantc. ttcqtnaata agaggacqTq gqtqgtcagt 
1321 na^naact tc gttntrat nQQQTCCTTC qtqqgattct TpatPggqtt qagqattatq 
138 1 gtgatnacct ac tt^"^ aatctacqtg gtqggcnqtc aaagtgtqat qttagttgga 
14 41 c tntr.ar.ac.ca agnannaant qq ctaatatq aqgg tqaaot ttgtqaagtq gtqgtqcaaq 



1 



501 aanaatqqtq gtnannaana aaac nrAr.r.a aaccctaatc cagatggqaa agcaggtpqa 



Start S312F primer 



1561 aanaaoaaao aaaannatcc c ^annr.ar.r. atnoaaacta tggagaafrqa aaaggggqgt 



— End S312F primer 

1621 Irfeaaaotftc n g q^tlfat at t rmnto tttctnatCfl tqtqqtqgcp qtttttCatC 

— .Mutation to create Seal site 
1681 anr.aatatcc tntrnnttct ttq T """*aa acctnTaacc aaaggntaat ggaggaggtt 

1741 ^tnaatatot ttgtntnoat tqq rtatotq tattcanoca tgaatgetet ggtqtagact 
1801 rtmtnata aaatttacco aaa o nrmn tctaaatatt tqcqgtqcqa Ttataaggga 
1861 naraaaaaoc cTrntnttco ac anattcct aqqqTT qoTq ggagtqoTTT qtgtqqqaqq 
1921 gg grtraata ttsacattta tcan ratnr.r. aataaacnTQ tqqgtaqqaa aqgtaatqag 
1981 rr.tnanr.rAa qnatananat qca g gtnnan aacttanaqg tqccgqtcaa pQggtgtagt 
2041 ntnntraacq aqannattao taqtqtq taa gegaagagea geggagaett cctacaggaa 
2101 agttcctgta ggaaagtcct ccgcacgcgg cgtgattttc ctgtgaatga taactaatgt 
2161 aaatattget gtgtgacaag acagtgtttt tataaatagc tttgcaaccc tgtactttac 
2221 ateatgegtt aatagtgaga ttcggg 
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